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(57) Abstract: It is intended to provide a method of examining a (-) strand RNA virus vector having a lowered ability to form grains 
or a lowered cytotoxicity or lacking the same; and a method of constructing producing the vector. It is found out that the formation 
of virus-like grains in cells having a (-) strand RNA virus vector transferred thereinto can be regulated by lowering or eliminating 
the localization of M protein expressed in the cells. Thus, a method of examining a (-) strand RNA virus vector having a lowered 
ability to form grains or lacking the ability, a screening method, and a method of constructing the (-) strand RNA virus vector having 
a lowered ability to form grains or lacking the ability are provided. The vector having a lowered ability to form virus-like grains 
or lacking the ability is highly useful as a vector for gene therapy, since it never causes cell injury or immune induction due to the 
secondary release of the virus from the cells into which the vector has been transferred. 
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mmm 

/70055 &£T$ WO00/70070) . L^U Z.n$®'<99—ifi&'DM&0 1'3\Z 

%s$! # ^ t£ lirfcttus-m t? u * $ tiic? ^ amm $ n 

lttt«*»^ttVJF^tiSeY**ALfc«ll6^& l b^-f;PX»tt : F- (VLP: 
virus like particle) ©$EB^t^l£tlW3. £©«fc5fcVLP££j£bfc^# 

Matrix 00 SStttiU*>#jfclc+^ft^Sl/Waj:£)fi«, -fe>^f# 
(SeV) -*\ -ftil© (-)^RNA^^^XT#^$nw^>o vesicular 
stoiatitis virus (VSV) ©Mga©^^©^T^^;i/X^ig[^ (VLP: virus 1 
ike particle) <Dft&ifiti£ZtlT&t) (Justice, P.A. et al., J. Virol. 69; 
3156-3160 (1995)) , ^Parainfluenza virus©#&fcMga©#0ag8STVL 
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Pj&*£CS£i#*#£3nW£ (Coronel, E.C. et al., J. Virol. 73; 7035-7 
038 (1999)) . £0«fc5&M®e^r©YLPJ&£fcHLTtt> it© (-)IIRNA? 
*;i/XTS££ttTV>5frttT«fc^#, MgS#lfU:fr>^G©corefcfc:3W 
£T© (-)«RNACr^^T*abTVi«i:««1-SIlfc3»«T?** (Ga 
roff, H. et al., Microbiol. Mol. Biol. Rev. 62; 1171-1190 (1998)) . 

lfU*>»«©»ift*0J4|BttgUOUKyH97h (Lipid r 
afts) tPJJinTV^^ (Simons, K. and Ikonen, E. Nature 387; 569-572 (19 
97)) T£D, 7G*«Triton X-100©J;^^^^>ttM^MCT^te©JjgK 
H^tbTll^^nfe (Brown, D.A. and Rose, J.K. Cell 68; 533-544 (1992) 
) o -1>7)Vx.>*fK7>()VZ (Ali, A. et al., J. Virol. 74; 8709-8719 (2000 
)) , M&V-OUX (Measles virus; MeV : Manie, S.N. et al., J. Virol. 74; 
305-311 (2000)) JfctfSeV (Ali, A. and Nayak, D.P. Virology 276; 289-303 (2 
000)) ^T'Jt!yH77h (Lipid rafts) T©fc?U:*>JBj«#KK£nTi3?K 
-tUTMSettx^o— (spikeMSifeSfB^n^) -^ribonucleoprote 
in (RNP) £^LEU^>M£<!Sii«, )VZ7-t>7V tm& (bu 

dding) ©ratfj£&oTV*5£#*.6ttS (Cathomen, T. et al., EMBO J. 17; 
3899-3908 (1998), Mebatsion, T. et al., J. Virol. 73; 242-250 (1999)) . 
mmz, MgBtespike^a ©cytoplasmic t&iltffi'&TZZ.ttf, j>7)VX> 
WjfrZ (Zhang, J. et al., J. Virol. 74; 4634-4644 (2000)) RtfSeV (Sa 
nderson, CM. et al., J. Virol. 67; 651-663 (1993)) ^H^tlT&K) , * 
fcmt<D&&h'f >y )VJ:>1fO J )VX (Ruigrok, R.W. et al., Virology 173 
; 311-316 (1989)) -*\ >7J1/X>1f )WRXfSeV (Coronel, E.C. et 

al., J. Virol. 75; 1117-1123 (2001)) Hfc, Mgfig*© 

^-U^— M^\©K#^SeV (Heggeness, M.H. et al., Proc. Natl. Acad. Sci.U 
SA 79; 6232-6236 (1982)R^*?gttPrt^^^;PX (Vesicular Stomatitis Vir 
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us; VSVrGaudin, Y. et al., Virology 206; 28-37 (1995), Gaudin, Y. et al. 
, J. Mol. Biol. 274; 816-825 (1997)) JpTflHrStt, £ft£>#< (DtjfrZn 

&&©&&«, mmzms~?'<tT*$>z>t%z.t£o %tc, x>^o-7^e (sp 

£<, WtffiV4)l>7. (Rabies virus; RV) Ggfi^^tc^ViTVLP^ 
#*l/30fc«4>l, (Mebatsion, T. et al., Cell 84; 941-951 (1996)) , MSS* 
&m\Z^Tm/m f m&TF\ZM'PLr£t®£-ZnTK% (Mebatsion, T. et a 
1., J. Virol. 73; 242-250 (1999)) . M&V^frT, (MeV) ©^ Mg 

a^»fc*ViTcell-to-cell©il^jWt3ib (Cathomen, T. et al., EMBO J. 
17; 3899-3908 (1998)) , Ctlttt V*>Mm&MM2ntt&r 

ti$~Q%% a £fc. mm<Dm&j%mtfmwtm& (Dcyioviiismic tail mmm 

«0-r-;W O^iaoTfeiDT^ (Cathomen, T. et al., J. Virol. 72 
; 1224-1234 (1998)) . mzSeV\Z&KT\$&T0jS<hWiE>ft\Ztz?TKZ>o SeV 

■6*1 (F&£» ©Cytoplasmic taiia*MMB£&'&LW5 C £j&*7k£*ITV>3 
(Sanderson, CM. et al., J. Virol. 67; 651-663 (1993), Sanderson, CM. e 
t al., J. Virol. 68; 69-76 (1994)) . fcfU:* >*&£©* 

T?*«JHiaK±©U Mv h'77h (Lipid Rafts) ^MgGa*aWs«jK:jUft$*lS 
fctblzte, FS«HN©CytoplasBic taili©»^aBIT*D', MSfittJfflJiaHfc 

^3»fta*iw5fc«*fc. 
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coreT**IBia*^a**2:i^«*)»*W*r**T5«tt*J«V^*it 

tf^l^S^TSSeS^Jtb&WtffcSl*, ±gBCD«fc5fcRV (Mebatsion, 
T. et al., J. Virol. 73; 242-250 (1999)) RtfMeV (Cathomen, T. et al., EM 
BO J. 17; 3899-3908 (1998)) gp-&vacccinia v 

irus (W) -edrivebfcT7 polyneraseT?56S*fl9l't"S^T > A7?ttjB5^<^— 

©?^;K*«#e>nit<, sfc58^R»K:fijfflUfcw*«, mmvtcm?kMV4)v 

h (Lipid Rafts) ^»-rsa«3&«**SnTVi5FR^HNSe*^Sii-S^ 
, &5V*«-£-ft6£>cytoplasmic tail©*S^$it*3EJR*SX'f 5 C 
*&n*. fib, 4*fcSeV©#£»aF&*cS (W000/70070) ifcWSHN^S! (Stric 
ker, R. and Roux, L., J. Gen. Virol. 72; 1703-1707 (1991)) fc*Vvr#<© 

m&£T:<Dm, spikeSatSbTcytoplasiic tail^TVLPJ&SKJBarrs £ 

ike^e«^£W«*>©£*OT-rntf, jest? (#i*-fc£32<c) 7^;^^m& 
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M'phx&v. mzmu (38^:) \z&^xmB(Dmmmmi%izm / PVT^tc 0 

m&m<DMMnmi£*&M&u~^-mwmz&mv<m^tctz\%, mu (3 
2-c) \z^xhmmmmx(DmBomtE}tmM\zisrfbx^Kf, (micro 
tubuie) (DmmizT&^mxmmznrz, sec* m ore) TMieiia^f 

m\z$?x%&vT®mvx^z^m&tfft^£mwii£nit a Ricai*^- 

d , M&mm&n&3)Vi?m^WL*m\z%i-oxnfofo : & 
«rrs z t *mm? % «k a fc»fc^£*8ai£H$8i'* z.t\z^, mtwn 

mtWRznzo ?tzt>tt%wmt>te, m&n<DmmzxM*£.vis-&z>&5 
tmg*ii?%(-)WMhV<<)vz'<>7?-*m&'S'2>zt\z&-ox, mrm&m 
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^Tm&n®m&\zmi%*w-3^p mzmBm^mm^McDmm^y 
mz&%nm£offlffl*u.m.'rz>z\ttfi$MT*fcz>o -zziz, M^e^©«t) 

ZZthTZZ. Z\nt><Djjmt, SeVtitfr\$fc< , ffi®(-)»A')^H^ 
©a^S^W-T^SeV P^6Sf»£^, &S>tf£N1197S:fc c I;mi795E<Z>fi&^ 

<sr^-r^>sev iw&nmfcT&m^tco v&MMfc?e>mm\z^*MAtz>z: 
mzmz. mAmfc?*mm?zMMm<DU&tfmmzfflm2n* iifitft 

)lxmm L <D2X.miiibWm\Z&TVtCo £tc*5£W%t>\Z, Z.(D?W; 

E&snfc, #fcL5ii©Ts /m^g^fim^nfcPMasae^jtosevm^ 
wm^«'> l fee 
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*-Tffl&© V A )V% (DUX £5£ bfcififi&*jfl ^£ * - 04*«tS)»T rTII 
10 7 CIU/ml^±0*ffiT|lIJR$tl, £©^;VX£SALfcIlj&Tki> 

*n^wm<Dmfc?*K&zttm&iz)£^MMm^mm 
m\z&TLT^z>z\tf)mmi£ritzc n©#w siw^b 

aa»fi*^tr^< ommzmmm^r^A^mx^^-t vxommwm 

(1) (-) mwkv j )V7,^2 9-om-K&f&*%&t&i3mx& o t, 
?-zmxvftMmz&nzm&%<Dm&z&m?zxn*$txjjm. 

( 2 ) ft?MJ&M&fcT&1t\mikVt£ (-) ^ * - £x # u - - 

(3) MgSH©Ji«E^ MlfifOWffilOilTS^, (1) (2) 
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(5) M®as©^^ MseK©«M©«Tfe§, (4) izmmo^m 

(6) *«tit^P*«, (-)^RNAC7^;i/7.©M, F, *iMW^5iJ;0 
^£n3it£^©^#:T&3, (4) £tc\t (5) fcBtt©#&, 

( 7 ) n^mj&m&mr&tcmn*: vtcUfr&z. (-)» ^ jix^z z-om. 
m^mx^x, (4) ^e, (6) (D^m^zmm^mz^m^rcit^ 

BM(Dm^(D^r^rcmn^wmm\zmmir^^rxnm^^^xn. * 

( 8 ) n?Mj&mfimT&tz\mtkhrcm?>-&%. (-) mmkv ^ ;vt^ ?-<dm 

o) itufBioi^ mmmmiz&tt%Ate?m®oMMf)mT&rcmn?kTz>u 
&&$-frsi*re&3> (8) izmmo^m, 

(10) M^tt^MjteW -fe>^^;PXMM&3ttf)G69, T116, 
X-&Z>, (9) {CfB«©^& 
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z>xnT°&%, (8) 

(12) (-)IIA^^K^^^-^ S&mfccktf/SfcfcttfefcW*}! 

(7) ^e. (11) ©UlTftfrklfBm©:^ 
(1 3) 1?>^^;i'XHNgfiSt©A262, G264, 

75 ym^W75 y ^^B^^tife(-)^RNA^^;pxHNgaK^n- h*t s» 

(12) fc|3*©#fe 

fiarr*, (7) ^e, a 3) ©n-rnfrfcE*©^ 

(1 5) Pjtfc?©^^ •fe>^«>^JI/XPgaK0E86*«k^/*fc«L511fc 

(14) fc|B*©:m 

(16) m^O^Sdt, ■fe>^^^;^LaaR©N1197*±^/SfcttK1795 

fclBST**, (1 4) (1 5) fcE*©;&fe 

(17) ^£ *-©»»)££ 3 5*C^TTff5XSS*», (7) fr£ (16) 

©Vi*rn^ £iBf&©#&, 

(18) (-) $RNA# ^ ? 5 * 7 T! & S , (1) jfcS (17) © 

^-rn^zumo^m. 

(i 9) ^75^v^^;^j&j-fe>^-r^^;pxT*s, (i 8) \zmm®%m 
(20) (7) a>s (i9) ©vi-rn^fciaa©^K:j:D«3i$nfc, s^jb 
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(21) a^^(-)iffl^^HT$oT, mmmm&M*irrz&* mv* 

(2 2) TIB (a) ft* (d) frt>te%m£VWU2nz>'J>tz<t%l-0(D&n 

(a) M^JK^^VAtn-F^nsMgeMfc&^T* -t^-r^ji/x 

IW& MOM 1 97fc &ZS/£.tz mi 795 © 7 5 / Z> V> teffi© (-) MA£ ;^Mg 

us, 

(2 3) <J>13L<t*> (a) £<fctf (b) (2 2) fc|3*©C7>f 

(2 4) 4>&<£t> (c) (d) (2 2) fc®«0^>f 

(2 5) (a) ^6. (d) O^TOttR*Wr*» (2 2) fCiaSfc©^;i/X> 
C2 6) R^^;i/^oy/AK:*ViT^/W^Se"ll&3--H-rsS^I©^< 

tfci^$af^if^ (2D (25) ©v^n^ciam©^;^ 
(27) ^/w^saR^sesiT?*^, (2 6) cfs«©<^;ux. 
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(2 8) (-)»^JI/X^75^V)^HT$5, (2 1) (2 7) 

(2 9) /i55£7^;i/;*aHr>^^;i/XT&£, (2 8) tcismo^^ 

(3 0) ae?«AtC^Jj-5«^tt*MH^ii--5fe&tffl^§, (2 1) ft 

e> (29) ©vi-rn^fciB^m^^^^;^, 

^5, (2D a>e> (3 0) (D^irnfriz&mvufrmz.yjji'Z. 

(3 2) 5tfi^A(C*3ViT^^;l/X^*ALM»e)0^^;i/^^i^ (VLP 

) (Dtktti&wmtztctbizm^z, (2D sfl»s (3D ©v»*rn*K:E«©a 

(33) (2D a>e (32) <D\^nfr\zBWlV>UfrWkXV J )V7,*\tf CIU/m 
(-)«RHA^-f^X^^^--S*Abfc«IIBk:*^*Mga»©je : fiE 

?#-<Dn?Mfcm£®mzM&?z>z\£*muvtco mw&ififtt>tizmm 

*®^©Mge»©jafi»«^L, iMft<f> fc«kO#<ttW$n*«k5fc^*c $ 

$\z&?i&fmtf&$z-?z>$iftT-\z. msn\m<DT&<\zmm-rz>o z.om^ 
m&MUdt)Vi?fttf&£¥Mznz>®mzmMVT& v\ nfcmwstzm 
&nmm\zmz%isT^zz\£&7Kmtsnz. ?is.t>%, mmzm&mn'g. 
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mtMmm%zt\z£V)?T5o tfs:t>^mm\z^n^m&nommmr^rc 

HftWt^ ±MO£o\z. m&MoMMi&mz&ttZMMtf&T 

^^-©if«iii^^sn, mzm&n<DM&mm\z 

rc. &vu%i®\z}z, MMmmizm&tzm&mm^zma^z-wMLT 
Mj&mim^tmmzn. m®Mm\zm&$ izmmn^&mmizm&m 
timm-z&otz^z-nn^mmm^o mzmHmzmmvxm&n^ 
^Lfco, dfrVfcmmzm&mmmLT^zm&iz. ^p-mi^m^ 
mmzthzzrcfcfn&z^fkhT^ztmmznzo «nfeit5Miaso^ 
& mznmmsom&noyuMfimfflzntc^? ?-*m%~?z>z\t\z&K> . 

^rzmiv^m^^^^-^mm^rcmmizmf^m^Ko^omt 

£^bT#£LW5o *58Wfc:*VJTc:©«fc5»M5a»©iE#«:Affi3^ft: 

fc*5^TMseaK©E«E©*fi8fc», w^uiMgast^^tft (Msa«©iES^^ 
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> n&nfonoMffi m^Mmmm^mm) . ■&t>zt\zmm£&\z&ft%m& 

TT'mmTz>z.t&T*z%o %.tc. nm*mm&, ^(Dmm^mmz^mm, 
>>fmz& v m&m^&nzmfrzmM'tz z\ t \z «t d jhs**^* ^ tan? 

JBj£©«£fcS©«^J61!l±©Lipid rafts£B*ttnwS*rT?&9» Triton X-l 

ooa&5f£m*>&ftmm®.mz7F®&<Dmnm#r&z e m&M\ts»\kew 

a, RHPXO!lffiae*35C»4BRt<Z)tS^IBK:J;D, £©U fc?>y K5:7 h (Lipid 
rafts) T^^;i/Xn>#-^>h^^mf ^t#x.e>nT^§^i^?>, Ukf 
7h*77b (Lipid rafts) #H&> «^i»^l!^m$n§Miie«*bfcM^ 

TLwni& »JB^®©M®eH©«^365®TbTVi5 testis. -vfr> * 

±©£-£-£<«Dfcfy F^yh (Lipid rafts) T©MaS©»*£EJ*ft*rr* 
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SIS, Scfctf (b) «JS«E«««TSfc«»*b*: (Tfcfc>t3iESfcMMeft©/i 
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tsis, (b) «»^«T*fctt«*bfc^^^-sa«-rsxs» 

©*frTT?WI*»ftT*fctt**-r««^t>^tr. WAtf* «p€©a«KTT?tt 

5) (£n£2#Mi£:V>5) ■TS^^-©te**'B'5. *5%W\Z&^ 

iB©fiTSfc»**^ f-f ^-©¥^WMTO^«TbTV^ 

»^^*n, a©® asaus v>tjg& LrcVjjvx (DUTMj&mw 
feT&rc\m%:tzM&> ~&<Dmmvj)Mz&^Tm?&j&mmT£tz\$ 
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it, 1/2£TF> «kt>#*L<ttl/i&T, *B#*L<ttl/10&T, £D$?£L< 
ttl/SO&T, «fct)«F*b<ttl/50OT, ±Q#$l,<ttl/100«T, <fcD0£L< 
&1/300&T, «k 0 »S L < tel/500£TF«T L W*. 

• £©£5 VLPttlOVml«T> #£b< ttlOVll&T, <k D»S b< ttlO 1 

/ml£TFT&S. t£^J&f&©Ml$£$3:te, mfc£VLPas^£nsi»J$tt©* 

5c HEftttS^ftV^-f^tt^ (VLP^) tt, h^>X7x^v3>lt^iffl 

So A&^JlCteU #J;U£D0SPER Liposomal Transfection Reagent (Roche, Basel 
, Switzerland; Cat No. 1811169) ^©Utf^x^a >tt8&ffiVvrff"5E 
C^;i/*i|!fc^££tr**V»tt£3;fc^»?fc lOO/zHCDOSPER 12. 5^ 1 
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izttftmizMMLte&z h7>x7x^y 3 >n. 2Bm\zmmmM(DmM%WL 
&cim\fe£tcim!k?mM%&<m ©surrs ^ £ t £ ofcjrrs e: t^T^s 

(Kato, A. et al., 1996, Genes Cells 1: 569-579; Yonemitsu, Y. & Kaneda, 
Y., Hemaggulutinating virus of Japan-liposome-mediated gene delivery to v 
ascular cells. Ed. by Baker AH. Molecular Biology of Vascular Diseases. M 
ethod in Molecular Medicine: Humana Press: pp. 295-306, 1999) „ h?>X 

>X7i^->3>S, 0il;U£DOSPER Liposomal Transfection Reagent (Roche, B 
asel, Switzerland; Cat No. 1811169) fcffl^Tfr "5 ££tiFV%Z>. VLP£^tJ& 
ZWi^te^MWi 100/iltDOSPER 12. 5/i 1 £2g-&U ^UVlO^tkM^ 6 w 

ei\7u~hiz3>7)v^>hizi&mvrcfflmz\5frmzMMhf£tfzh7>z7 
x^/a>t5. 2Bmzmmnm(Dmmzfem?zztT°vL?o&m&^mT*$> 

^*~zmxLtcmmiz&rt&um&n(DmtE*&mTz>'xu. &&z$ (b) m 
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tfjT^ig, (b) mMM*&T%tcim&2"£zmfcT*miR-rz>j:n 
frx^p-zftmis, zn^mmizmm^, comm^z^xmm^^rco 

^s. z?v-^>sf\z%^z>$i&imfc¥izmzMmt?3:<. uivx^mmz 
s*-r safc^ & % k iz^mzft&tzizfritA&mzftiiivtc^ft s ©^n 

*«ate?tUT^ieteiF*fflv^»^k:tt, ig (a) \z&^ 

fcfiHNa^F*ffl^5«^fctt, IS (a) C£UTfc&^g^F£ 
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*wti^bTiisfi*0«ijefc:*»t*jaffisteT*fctt«i5fes** cr^t)S 

KlJ: DttftSftfc, fi^JEStt^TSfctttfi^LfcttJS^A (-)HRNA^ 
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mv-om^z?-* MtftmzimMfm&mtDMmmmnmkAmTzrcmn 
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Tttmniktzumm%&^mmfc : ?*&ft?% (-) mmv ^ - 
, « (wtimx;) izit^ mm. m^mm \z&^x^M\z%mmy-f 

ff^^irs«$-&^>xe^w?*T^s„ mfc?<Dumm&&&mt lx 
\zmzmfe-znz>b(Dxfe-&^tf, mx\t^y^^^^)\^7,(DmBn(Dm, m 

$tl5 2^ ^6.(C^^L<«3 0l-^T(DT5y^& &3V>kM&<Z>(-)iKRN 

a^^ ;i/XMgas©^n^ tttfttt%mz%:g*$tsh<D&ftm\zm v>s z.t& 

-e#§. ££TG69<?:teMgajt<D69#@©75/^Gly> T116£&M^aHCD116# 
g©75/MThr, A183£teMgeScD183#@<£>75,/mAla£*gT. 
MSaK^r:-H-r?>jte^ (MsHS^) te> (-J^RM^ ;i/XTj£<&#£ft 

^^i^entt^ (Garoff, H. et al., Microbiol. Hoi. Biol. Re 
v. 62:117-190 (1998); ) „ £tc, SeV MgfiK££^Tainphiphi lie a-helixt 
^S£ttW3104-119 (104-KACTDLRITVRRTVRA-119/|B^J#^- : 3 8) SSt^ 
i&fcM&^£LTl^$nW£ (Genevieve Mottet, et al., J. Gen. Vir 
ol. 80:2977-2986 (1999)) fr\ mmMmZX-mmh'y J frzmx&KfcftZtlX 

v^o Mga®<o7^ymE^i«(-)»A^^;px-eMLT430, 

y^^;VXMf41-*3^^T«M<DM^aM«*3lbT^:ft^330~38075 7^e. 

Mtt^Vi (Gould, A. R. Virus Res. 43:17-31 (1996), Harcourt, B.H. et 
al., Virology 271:334-349 (2000)) D feT, mXU SeV Mg6§t£>G69, T116 

, mskmtnnu7^jm\m^\zn^^z.tfmmx^. 
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SeV MSSK©G69, T116, Rtfhmtftfc?Z>M<D(-)mBMh?s{ )VXliW&n 

zt\z&rifflfe-?z>zt&7:%z> 0 ^j^.«sev m&mvGmzm^-rz&m&m 

(Dffimffi&tLTU. human parainfluenza virus-1 (HPIV-1) (««») **? 
fen^G69, human parainfluenza virus-3 (HPIV-3) T&tUfG73, phocine dist 
emper virus (PDV)£=j;£A:anine distemper virus (CDV) T&tUf G70\ dolphin m 
olbillivirus (DMV)~e&tlf£G71, pes te-des-pet its-ruminants virus (PDPR), m 
easles virus (MV), *5 J; ^rinderpest virus (RPV)T&tltetG7(K Hendra virus 
(Hendra)43J:££Nipah virus (Nipah)T$>tU£G8L human parainfluenza virus-2 
(HPIV-2)T&tl$G7(h human parainfluenza virus-4a (HPlV-4a):feJ;tfliuman p 
arainfluenza virus-4b (HPIV-4b)-?&tU£E47, mumps virus (Mumps) TfetlffE7 
2)55$lf6n§ (^^#§tt75 i . SeV M^SK 

(DTm\zttm~?Z>mWBK<Dttmffi&tLTfe, human parainfluenza virus-1 
(HPIV-1) -e&tU£T116> human parainfluenza virus-3 (HPIV-3)TtUJT12(h pho 
cine distemper virus (PDY)£ <£ ^canine distemper virus (CDV)T^n^T104 
x dolphin molbi 1 1 ivirus (DMV)"Z?£tU3:T105> pes te-des-pet its-ruminants vir 
us (PDPR), measles virus (MV) & ^rinderpest virus (RPV)T&tU£T104, He 
ndra virus (Hendra) & J: ZMi pah virus (Nipah)T&ft&T12(h human parainflu 
enza virus-2 (HPIV-2)*3j;t>'simian parainfluenza virus 5 (SV5)T*$>m£TW 
, human parainfluenza virus-4a (HPIV-4a)£c±:t£huinan parainfluenza virus-4 
b (HPIV-4b)Tr£tlfc£T12L mumps virus (Mumps) T&tlifTl 19, Newcastle disea 
se virus (NDV)T?*tttfS120j&t£tf &ft£. SeV m&MOhmizmmtZmW 
BK©ffiHSMfc£bT«, human parainfluenza virus-1 (HPIV-1) T&ttfcfAl 83 
> human parainfluenza virus-3 (HPIV^-C&tlfcFlS?, phocine distemper vir 
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us (PDV):fcJ;tfcanine distemper virus (CDV)T?$nfcfY171, dolphin molbi 11 iv 
irus (DMV)7!&tU£Y172, pes te-des-pet its-ruminants virus (PDPR), measles 
virus (MV)£J;tfrinderpest virus CRPV)T?**lttY17h Hendra virus. (Hendra) 
&<£££Nipah virus (Nipah)T&tli£Y187> human parainfluenza virus-2 (HPIV- 
2)T&tl&Y184, simian parainfluenza virus 5 (SV5)T£ft&iF184> human par 
ainfluenza virus-4a (HPIV-4a)33<££flmman parainfluenza virus-4b (HPIV-4b) 
7?&*U3:F188, mumps virus (Mumps) T&tU£F186* Newcastle disease virus (N 

b'J7 , b77X t7fi?» 

o/h£^75y$re&n«, ^n£D*t^7s/"M^©«&&£^tf6n3 
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ifi. j tft\zmMznto\ mz.\z j k>?'('!7<()vxm&n\z&tt% G69E, th6a 

%<D&ftm\zm^%>Z.ttfT*%Z>o ZZXGMEtU, MgfiK©69#gGD7S/g? 
GlyMlulzmmZ ntz^m, T116A£te, Mlf6K©116#g©7$/^Thr^Alat:: 
W&Zntc^m. Mmtit, M®eS©183#i0T$/MAla^Ser(cHm$nfc 
^^f3. -tfct>%, "fe>^ £ 4 M^fiS0G69, T116, £J;aCA183&3 
^«ffi©^^;i/XMMfiS©ffi|wI^^, ^WftGlu (E), Ala (A), £J;tfSer 
(S) ^mWk?Z>Z\ttfT*%Z> B Z\n$<D^mtUfr&t>&T%LT^Z>Z\t1)W 
£L<, mz±B3^m(D£TZ&gfLT^Z>Z\ttf£r)ft£L\,\ MfcT^O 

^(omxit. ^(D^mmx^mzm-oxmm-r^z.t^x'^^0 mx\mm 
frwzumoz. o \z b wommzxtittv rr* ^ u*? F&R^xmxtz z\ t 

m^itm^ 4 )V7.\z^x\%, um&o^y z n—rjvffimztt'tzz. 

eh-y«^LTV^^^§«©P253-505 (Morikawa, Y. et al., Kitasa 
to Arch. Exp. Med., 64; 15-30 (1991)) (Dm^WM^MX^ Z> Z. ttfMfeZ 
tl-5o SeV M^aS©116#g©ThrKM^T§^^^;i/^MgeS©104# 

B©Thi\ *fettA>^X»>^;i/XOMSeK©119#g©Tlir§ffi©75ym (#1 
X.«Ala) tB^LTfe^V^o 

±m^mo^(Dmz^L^m<Di-D(DmmtLT^ m^i^x 
fc?&xm?z>tfe, mmmm&wzn- vt^mm^mLx^^zt^w 

itfeD, m(DmM*&A'tZ>Zt\Z&l0ftM'fZ>Z£tfX°%Z> o MAll 
3-K@B^J©^4>H^ihn F>&WtEf-?Z>ZttfT~%Z> (WO00/097O0) „ Mat^ 
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©WfeSfifeKUs^Ttt, £ 6 £ (-) ^ ^ £ * - «fc / * & ttF 

z. tumwLft. wm&r¥'<Dmm&£G&&t VTfemzmmt£nz%<D'v\t-& 

MXltt>?'( , 54)]/Z(DWW&m<DMM> G264, #«i:<tfK46lJ&>6fc£# 
j;Dl^n§ / >&<i^lo > &£L<l$&m\zm9l2tiZ2'D, 
L<\Z3 of^T075 7 mUtiL, $> 5 ^ \m<D (-) ^RNA^ ^ ;K*Mg SKOTft 

b tftm&$mzmm*$ts*><D*&mizm»% z. z. z.xm2tm 

N®eS©262#@©T5 7^Ala, G264£teHNM£lSf £>264#@<D75 /^Gly, K4 
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61£ttHNgeS©461#B0X$>'»Lys£jrr. 75/»H«> j?rM©te©7 

©{fc#!$ttSI©JI&375/m^©gmT&5. ±IBbfc«}:3K:£fcS 

y-f ^;i^HN®a®fc£fr£ A262T, G264R, :|3<ktXK461G3&>&fc£i$«k0£ft 

. cl^T*A262Tt«, HNgeK0 262SSCDT5yKAla*«ThrfcB»$nfe», C 
264R£tt, BNB6B©264»B075y*Gly36«ArgK:Bi<l*tlfc**» K461G£te 
, BN«eB©461#B©75/«Ly83W;iylcB**nfc36ft*B5. -T&fc^ -fe 
>^<f tf^V* M6H©A262> G264, *<t«K46l»«VJttffi©^>f ;PXHNSfi 
«©ffi|WrM£, ^WtlThr (T), Arg (RK ££tfGly (G) 'vfift'TSJlta* 

3 o©&&©£T£«J#L n 90£ bU, 

>£LT&J8SftTV*5Urabe AM9$c (Wright, K. E. et al.. Virus Res., 67; 
49-57 (2000)) HNHa©464W468#i075/m«^XT5Jl 
ttt*58WK:*^Tff*UV». nni:ffiRIftttBOTS ffi©(-)fit 
RNA^7^;i/7.tfeMT5^i:^Tt^c 
«rC, S^lig'I4Mae : P^^-r?)(-)^RNA^^;^^^^-lC^ViT^ F 

'feT^M(-)iiRNA^^;Px^^^-n, m&w^m'\)ws-M&&m^TW 
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-his? Y^ttktn H>©*JWf K iDMSSI«$tl/^^t, 75 

yK^s^fc«kD58a$nasa»©stt*«simwK*t>n« [*fctt*»i: ( 
m^i/io^TO <&T-r&] *«tOTaH^©»iR^ec:&7i^ c*fc 

it, SeV PgSft©86#@©Glu (E86) ©^M, SeV Pga»©511#S©Leu (L51 
1) ©ffi©7$^»'s©«ft, tfclii© ;^PIfil0ffi(i|MO 

ffi;L<«, ±EiH«U ffl«©fc3*«rt£K©gfc*73/»^©«ifcTa 

tfe>tl5„ ^frWfctt* E86<DLys^©tt^ (E86K) , L5HOPhe^©B^ (L511F 
) &a?*S^-r€r-5. SfcLgBSKSWrBu 1197#g<DAsn (N1197) 
£ifcte:1795#@©Lys (K1795) ©fl&©75 /^©fiife, £fcKM&©(-)&RNA£ 

^;pxL^ais©ftiTOft©s&a*^f sns. L®aa©e:ne> 2o©^s©m 

&fc£7$/BK©SSI*l!*S. tmhtckolzmfcZ tf)V- 7*© 7 5 

yillllt5^i^t»f^§. J|#fi<jK:«, N1197©Ser^©g£& (Nil 97" 
S) , K1795©Glu^©li& (K1795E) PJt^tLJt^f ©XII 
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n^niC±|BCD3@R>f©7Sym (SeVKi:fc^T«M0G69, T116, &<J;tfA183, HN 
©A262, G264, ££0*461) ^OP«fB^Kl±fB©2M0T«ll (SeVtC 

£^T«E86££teL511) ®5*.'>&< t%E% Z <E>\zmfc?\Z±m<D2 

^(DV^^m-te^VJlVTsimirt- (VLP) ®^tB»MT^fc8?)^ffi-e^ 

*tc*%sm, uv<<)\>zzMMizM\-?z>xmz%ft* m?mx\z&tf 
mo-< frxznmzMxrzxnz^ m^akm^t^ jizzmxv 
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tcMmfrbvv j frTswm" (vlp) ©tttfl*»«-r**t6*aift*r 3. ram 

y^-f T-fcffiVifc/— 9»>A-f ^U^«f -tf-^g >*fc«RT-PCR, SfcteSA 

tt^- (vlp) (Dnm\t, wz\mMmz*vitum&oMferto&z.ttfi?g%te 

SBKt^ (VLP) ©ttm©Wfl». ^RSEJI^fctt^a^feV^w^^jt^T* 0iJ 

fctfttfHBwew* (^A^S7K?p5xs^^n^T©xtt) kust 

SfeMT«7C©^>f;i/AtJt^90!l!OT, #S;L<tt80!i:OT, =k t>£?£ L < te7 
0*OT, *fct460*KTfc:«i«a*fettfiT$nTVi*fe©7?*»3, J:D»^b<« 

^;v*©, ae^«Afc*^5«ua«$tt*«^$*5fc8e)©«ffl, ae** 
At^^§^Aa^©^i/^©€T»M-r§fci6©ffiffl, fc^tfais^ 
^Afc^viT^^;ux^AbfcM^e»©^^;px^feT (vlp) ©^ffi^ttiM 
•r*fc8e>©«[ffl&a^'r*. cns©£-r;i*ft, ae^gAKWsifflM* 
tt^wp^^fcae)^^*^^^, afi^SAKi^w-s^Aa^?©^^ 

7.&^ALfeia»e>©^^;^ii& : ? 1 (vlp) ©ttffi**mwr*fcftK:jBv^«> 
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*^{c*5^t(-)iirna">^;i/x«, ft%i><mmm(-)mwhv 

4 )VX t LT\S, MXUny 5 ^ V £ ^ ^X^KParamyxovir idae) (D-fe £ ^ 
jK*. (Sendai virus), Za-AyXJWI^^K (Newcastle disease virus), & 
fc^fr-t?^;^ (Mumps virus), ^^^f (Measles virus), KSOjJlXC 
Respiratory syncytial virus), ^r^^O^i )VX (rinderpest virus), ^7r>A 
— ^WJUX (distemper virus), ^bS^V^^^Orthoimoviridae)©-! 
>7;Ux>if^7^;i/X (Influenza virus) , F^^^Krhabdoviridae)© 
7^14 nfaik*yj)lX (Vesicular stomatitis virus), ffi&IPi^JM. (Rabies v 
irus)^W£>n3o ^m\Z^X. (-)^RNA<^;i/X^*-«, £0$F 
* h < «*^fi5M0 (-) i|RNA£ 4)17,!?$)K), l£C>\Zft£b<W^7$?W4 

*f6WtC*ViT^fc&*U^(-)^RNA^-f 0!I*J£ Sendai. virus (S 

eV), human parainfluenza virus-1 (HPIV-1), human parainfluenza virus-3 (H 
PIV-3), , phocine distemper virus (PDV), canine distemper virus (CDV), do 
Iphin molbillivirus (DMV)> pes te-des-pet its-ruminants virus (PDPR), measl 
es virus (MV), rinderpest virus (RPV), Hendra virus (Hendra), Nipah virus 

(Nipah), human parainfluenza virus-2 (HPIV-2), simian parainfluenza viru 
s 5 (SV5), human parainfluenza virus-4a (HPIV-4a), human parainfluenza vi 
rus-4b (HPIV-4b), mumps virus (Mumps), 35J;t£NeTCastle disease virus (NDV 
) J; D#?£L<'}2, Sendai virus (SeV), human parainfluenza 

virus-1 (HPIV-1), human parainfluenza virus-3 (HPIV-3), , phocine distem 
per virus (PDV), canine distemper virus (CDV), dolphin molbillivirus (DMV 
), peste-des-petits-ruminants virus (PDPR), measles virus (MV), rinderpes 



WO 03/025570 



31 



PCT/JP02/09558 



t virus (RPV), Hendra virus (HendraK Nipah virus (Nipah) fr%UZ> 

>#^£#l^-rnfcf, NSCTtOViT^, CDV, AF014953; DMV, X75961; HPIV-1 
, D01070; HPIV-2, M55320; HPIV-3, D10025; Mapuera, X85128; Mumps, D86172; 

MV, K01711; NDV, AF064091; PDPR, X74443; PDV, X75717; RPV, X68311; SeV, 
X00087; SV5, M81442; Tupaia, AF079780\ Pjt^fcO^Tte, CDV, X51 

869; DMV, Z47758; HPIV-1, M74081; HPIV-3, X04721; HPIV-4a, M55975; HPIV-4 
b, M55976; Mumps, D86173; MV, M89920; NDV, M20302; PDV, X75960; RPV, X683 
11; SeV, M30202; SV5, AF052755; Tupaia, AF079780, Cttfc^ \Z^X 

& CDV, AF014953; DMV, Z47758; HPIV-1. M74081; HPIV-3, D00047; MV, AB0161 
62; RPV, X68311; SeV, AB005796; £<ktf Tupaia, AF079780, HlfifCO^T 
CDV, Ml 2669; DMV Z30087; HPIV-1, S38067; HPIV-2, M62734; HPIV-3, D0013 
0; HPIV-4a, D10241; HPIV-4b, D10242; Mumps, D86171; MV, AB012948; NDV, AF 
089819; PDPR, Z47977; PDV, X75717; RPV, M34018; SeV, U31956; &£Z$ SV5, 
M32248, Fit^to^Tte CDV, M21849; DMV, AJ224704; HPN-1. M22347; HPI 
V-2, M60182; HPIV-3. X05303, HPIV-4a, D49821; HPIV-4b, D49822; Mumps, D86 
169; MV, AB003178; NDV, AF048763; PDPR, Z37017; PDV, AI224706; RPV, M2151 
4; SeV, D17334; &&tf SV5, AB021962, HN (H^fcteG) m^\Z-D^X\t CDV, 

AF112189; DMV, AJ224705; HPIV-1, U709498; HPIV-2. D000865; HPIV-3, AB012 
132; HPIV-4A, M34033; HPIV-4B, AB006954; Mumps, X99040; MV, K01711; NDV, 
AF204872; PDPR, Z81358; PDV, Z36979; RPV, AF132934; SeV, U06433; S 
V-5, S76876 ^fe^3„ fiU << )VX ttffi»©«c**ftl ZftXte D , tt© 

&5£miz3S V>T A° ~r 5 £ V £ W £ «^ 7 # )V7M (Paraayxovirid 
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^XIBR (Paramyxovirinae) (UZVuVj JlXM U^^ZW 4 fr^Mth 
W5) , )V7yVs( )V7>m, SkTS^-WV << )V7,m*^t$) ^^fci-^E 
(Pneumovirinae) (Xa-^-f JU7Ji*5ci:tf*#x ^-W^ ;W 

A^$^V^-r;i/X^O-k>^-1' I >^;i/X(Sendai virus), X;x-;fr y X^-tpf? 
<< )VX (Newcastle disease virus), &fc&< ^if^^f ;i/X (Mumps virus), ^0 
^WJl'X (Measles virus), RS^-f (Respiratory syncytial virus), 
4)V7, (rinderpest virus), yXrWt-^'i' ,^7% (distemper virus), 

-f >7;i/x>ife7^;i/X (svs) , hh/t^-r>7;i/x>+f^^;i/7>i, 2, 

ZVj)VZ-?$>K>, £D#£b<«l/Xfcf0 7.f JPXJg (Respirovirus) 0*7 
%9VtJ4 )V7.m (Paramyxovirus) th^3) IzmTZVj ^X^fcit^fDmM 

h^7<>yjvx.y^o^JV7,im (hpiv-1) , t h/*y-(>y^ji>^^)V 

X3M (HPIV-3) , ^~>A°^-r>7;i/X>1f^w , ;i/X3M (BPIV-3) , -fe>^-r^7 
^;i/7s(Sendai virus; TtfXrt^'f >7)V^>*?Vj )VX 1 , 
^^^WI^O^^X^^^Jl/XlOl! (SPIV-10) ftt^%Stl§. *|^Bg 

6(D7^;PX«, 3*2*4*, ^#ilft#c, *5i;^A^W{c^$ 

hrc^^lCfi^LTfej;^. Dlfitfp (J. Virol. 68, 8413-8417(1994)) mo^f 

ZmittZfctiXDttnt VTfc%tZ>ZttfT^Z>o (-)HRNA^ )VX\mte=f- 

^A^^^-ibT^tiT^D, ii*©iisi?©^^ • dna 

7x-X^fc^:V^cJ?)^fe#:'\0m^^- (integration) tejg;i£>&^o 
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fc $>&&»$ki& \z «t zmfc^^miktz a iz&nz mm&± c& v>. e © 

D. et al., Genes Cells 2, 457-466 (1997)) . *fc, fl^MKSaBJIStf 
fcfcl*££fc<k SSAite? ©1M X S fctt/t y dr - 5? > ^O^fttt ( f 1 ex i b i 1 i 
ty) fc£ttR±©;*Uy SeV^£*-te, *#*Gr?&4kbK±*A*J 

nn*T?©IR#K:J:oTt>3d*$tlTVsS (Hurwitz, J. L. et al., Vaccine 15 
: 533-540, 1997) . 'g.\Z&g.~f- r <£M)&t bTfiTF© 2 ffcfcS rffi«$& 

£ ^ a i^w&asawiT?* * c tfr s , mffikteTvzmm&itmzm^ z. t 

tfmZtlWZ (Moriya, C. et al., FEBS Lett. 425(1) 105-111 (1998); WOOO 
/70070) c 
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^xo^-VARNAi^^^xMaH^e.^s^^ -r&wj^^vtyaf 

•f > (RNP) T*oTJ;Vio RNPtt, 09*.fc3$rM© h 7>^7i^ ya >i£l££ll 
*«$nj6RNP^^$n*. $VARNA©«$8», »A®nfcf-^(Z)iiJta^RT-P 
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ORNA^-S-po (r)mmV4)VZm-)m (*#x^:/i0 RNA^VAfc&O^ 
^$n§o *^§g©^^;i/Xt^tl5^VARNA«, MRNAl3n-K$n-5» 
?Sai^3-FLWT^J;< 1 bW&<Tfe£l\, 0SbV«T«, g>R 

NA«x/^^gaK©^<<i: i bio«s§ ; tt-S7&\ &£W3:4>&< thi 
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wAV4)vz^?*-%n5o UfrWk7L(-)mwkv j )i7>^tr mxu, 

, P> M, F, HN, & cfc ZSmfcTtfM 6 ft S = TNP, P, M, F, HN, £cfcttljt£ 

HRfcSfcO,fc3K:38IB3n*. HRfc, NPJtfc^tt rNJtfi^J £SfE$ft 

4 NP P/C/V M F HN - L 

)W7*?4)\s7M NP PA H F HN (SH) L 

t-H'J^^J^ NP P/C/V M F H - L 
#1 &£/1 7^9V0'{)\'Xft (Paramyxoviridae) <DUZ¥wyj )V7> (Respir 
ovirus) \ZftmZfttt>?^ V J )VZ<D&m^0mMM&l<DT—?'<— X<D 
7^-fey>a>#-^tt, NPjtfe^K^Tte M29343, M30202, M30203, M30204, 
M51331, M55565, M69046, X17218, P»£^RC3V>T« M30202, M30203, M30204, 
M55565, M69046, X00583, X17007, X17008, MJtfc^fcoWttt D11446, K02742 
, M30202, M30203, M30204, M69046, U31956, X00584, X53056, FS^fcOUT 
\t D0O152, D11446, D17334, D17335, M30202, M30203, M30204, M69046, X00152 
, X0213K HWtfirjpfc^^TWt D26475, M12397, M30202, M30203, M30204, M690 
46, X00586, X02808, X5613K Ljfr&f-C^Tfi D00053, M30202, M30203, M30 
204, M69040, X00587, X58886£#flB©££. 
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f9f#§c *58Wfc*^T TDNAj fctot, -*«DNA*«fc«=l*«DNA*'&tf. 

P (sfrXJjO , M (7b>Jy^) , F (7a^3» , HN 

¥\zummg&Mm*&VTWz o , * a waaetew^Scr & c t * d jtp 
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fcfi^a5Stt^s^©^s*^rr*^^^-*»fi'r*Jiit)-z?*5. ens© 
^2?-0mMomA\zm%mm^®Mo^ntm^fr^ftu±te$iz. 

SK£x>^D-:7fc^tr^*-£fe»T£;i£feT!€rs. mx\f. Vj)V7> 

imu%\zmzmmt^\ mx\*. ;ux©x>^n-7^ast, 

fc&Mg&Prt&*-f;i/A (VSV) (DGm&M (VSV-G) 5. 

^**T^^^;i/^W©^^;i/XtS5feT^x>^o-7 p ®aM^'atr'>^- 
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gfifKDlOT&SHN^Sjlte, #««^&3^^;l^-> (hemagglut 
inin) Stt £ / -f 7 5. M (neuraminidase) ^tti©M#0^i4^WT^^ 

5 ^FSSS^HNgaKOM^Xii I — y^^^tff Z.n^MhXZ\ 

nz<Dm&mzM?zfo%M*m*m®tc<yj )V7.^?-zftmtz> z.thx* 
£ttmwizmf%(-)mwk?j)i^??-\z3o^Tfo, j^wj-ie 
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, A. et al., 1997, J. Virol. 71:7266-7272; Kato, A. et al., 1997, EMBO J. 
16:578-587; Curran, J. et al., W001/04272, EP1067179) c ££>£5&ll*fb 
in vivo icfc&ex vivoKlWStt^^A/B^I'T^^-tL 

m&\z\t, 4 ?-mK\ztt&tte%mm<Dfemmi&teTmA'rz>o 
^^-DNAt&tAT^ u^mm(BuntiB^m^)mnt(Dt^n.}i\z, 6© 

fe&<DmMzWt*%?%mm*WXT%Z\£t>m*l>^ (Journal of Virology, Vo 
1. 67, No. 8, 1993, p. 4822-4830) 0 <^ JVXO&fefc^ W 

P, M, F, HN, &&Xfl&fcT) (DM&kW&tcfe&ZlZ&AtZZttf 

m'&vmfc^0%m*mtf'&^&o\ztz>tz®, ^*3t^©w^fc« 
#£J$au &M& : ?(DmizE-i-smn<D3--y htfffiwznz&DizirZo 

iCiOlit^il^T-fS (BI££H#f» W001/18223) . 3t^?ft»X© 
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;pxfc*vvrfcju mt&mifiV* a©*#?v ^mmwz' stis^Ht* 

i^s»p»fif©i« (T-r^git^viT^'tt) sfcjiNpae^tpjtw 

IS3-Kt5l^i©a^Wj||[tft5Sfcig9l»t5tt)liT?t 

t^^sffAjae^©^ A&B&*^x>f a©&5^< 5' mimmvtz 
T^s^^^-*«^f ens. WLtim&¥<D±tiL 7m\z&^xm 
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-DNA*©#A$ftKl^n-->^lH' h&KfH-*21tj8fT?#S. #D-->^ 

ufcfi^ottfifcffio^jtate^ * t> ©t t> £ v>. 

•fe>*fl) &^$-&Tt>«fc<> *SVitt^x-<^« (^^^fiftftn- 
*-©f?*J^*ft»»Sfcfik #*lX«:#5?5V:/«ft±/fc£ia-<5. KNA*» 

ft fc til A £ UTT7 RNAtf U ;* 5 —tfBHE^J £f ijffl t , ftRNA 

^.«^^©3' SHfc gBTOM U tflf-f Aft 3 - h* £-frT£#, C © U #1f-f 
Afc^OjEWCS'SB^OastlSiafc-r^^tsW^S (Hasan, M. K. et a 
I., J. Gen. Virol. 78: 2813-2820, 1997,' Kato, A. et al., 1997, EMBO J. 16 
: 578-587 Rtf Yu, D. et al., 1997, Genes Cells 2: 457-466) „ 

WMfAMktt*1rrzt&fr&tt>?4V4)VX*P*>-\Zs Hasan, M. K 
. et al., J. Gen. Virol. 78: 2813-2820, 1997, Kato, A. et al., 1997, EMBO 
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J. 16: 578-587 RtfYu, D. et al., 1997, Genes Cells 2: 457-466©8Bfc$ 

zmcx* &<D&5\zLTmm'ir&z. tires*, 

NAfttt*£/B*f*. DNAttfttt, 25ng/jal&±©aWST«^»Wfc*-©:77A 
5 h'«lTt^:i»bK ftfcjtfc^ NotIg&ft£?iJffibX£ 

T 5 cDNAigSE^J © * fcNo 1 1 Bft * »^ tt, lfflfc«r& WggJf A8s 

, NotI$ft£^«£UX£< Ht^^LVi. £©TO^£Sl$©^£^rtt- 
SPCRfccfc Dif ISlim-r^o 20©7?-f Y-©5' $#KNotIg&&£#2JPbX43< 

z n&»©##atfe?©0RF t -eowfli© ^ ^ jte^ ©orf £ ©hi tE-i-sgg^j 

Oi-y h#E*SftS«k3t:u T^T-iffcE-I-SE?!! (SfcH#A»ffifcJ: 

mX\t, 7*7-H«^riaWAE5ltt, Not I K«fc^«l»f *«BE"r*fc8e> fC 5'#J 
fcffit© 2 EU:©* 7 l/pf^ K L < tiGCfcfe «fc tfGCCfc£©Not IBfRffift A 
*©aB^J^Sn^^4^S, SlC$f^L,<«ACTT) ^©3'WCNotI 

9 £ 6 ©ffiHR*iD^fc»©ift3t*#JnL, 3 ffifci3fS©cDNA 
©HM&3 H>ATG*6 cn&^«>X0RF©*ll25ift*ffiS©E5!l?fe#ftIl/fc^!8t-r 
3 c *H ©&S«G£ fc ttC 1 34 * «k 5 tKBfa©cDNA3^ 6 $2 5tt£ * MiR U X 7 
* 7- HflteJfctU =fDNA©3' ©*«<!:« C WSU». 

U A-7#J£j&DNA@5?iJ&'5' » Sftlc© 2 EU:©7 7 l^S 1 H V < &GC 
G43d:^GCC^£©Notira^ft*©gBW^-^tl^^4^, £L< ttA 

CTT) &a$RU ^©3'#JfcNotI^ilMgcggccgc^#linb, $ £ 1~^©3' flgfcft 
$ SW»1-*fc«)©if AWf>i-©^U ifDNA&ttinT*. 21©*U 3'DNA©fi£teU 
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&S$c£^trT S (^t>®& ^<D)V-)V (rule of six) J ; Kolakofski, D. e 
t al., J. Virol. 72:891-899, 1998; Calain, P. and Roux, L. , J. Virol. 67: 
4822-4830, 1993; Calain, P. and Roux, L., I. Virol. 67: 4822-4830, 1993) 

' -CTTTCACCCT-3' (@2^J#^ : D * l&XDW&^Mn, £?£l/<&5'-AAG-3\ 
mnommm, ^L^'-TTTTTCTTACTACGG-S' (@3?0## : 2) , £S 

fcfifctU rfDNA©3' ©*iit5. 
PCRfcL -Wfctf* ExTaq#U*7— t? (£Mi£) Sffl^Silft©^*^* ^ 
#gb<ttVent#y*9~ t? (NEB) , «kO#*L<ttPfo#y*5 
—if (Toyobo) £/BWrfrK JgBbfcBWWM-ttNotlT^bm ^7*5 
K^^^-pBluescriptCNotlfflSffifcJfX-rs. »6nfcPCRag»©*iB5!l*S/ 

5Jf A®r)t*Notn?^Dffib, £V AcDNA£^£?:/77^ r*©NotIfiMfcfc£n- 
~>ift&. F^^-^STKNotl^^E^ifAU 

£T*KS"t"<5 £ ttff?%% (Yu, D. et al., Genes Cells 2: 457-466, 1997; Ha 
san, M. K. et al., J. Gen. Virol. 78: 2813-2820, 1997) . MXit, **fNotI 
fUPS«^Wi-^18bp©X^-it-S2^J (5'-(G)-CGGCCGCAGATCTTCACG-3') (IB 
«#: 3)'*, ?o-x>^£nfcil>^^^*^V£cDNA (pSeV(+)) © 
u _ y tNS £ □ - h* T ^>0RF t © HQ fci* A V , 4 )V7s © 

yy^tfjUfr (antigenomic strand) **©SBil8iU tflf-f A«ttft"Srtf^ 
7 X 5 KpSeVl8*b (+)£#3 (Hasan, M. K. et al., 1997, J. General Virology 
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78: 2813-2820) . 

QuikChange™ Site-Directed Mutagenesis Kit (Stratagene, La Jolla, CA) is.ii 

mm tTKi t \zwMo^mzm.o xmnrz z\ m&Toxmsrc 

^m&m(Dm^oi&T^rcm^mmmzmmt^^rx^^-^nm^ 
s-ss z\t\z£io, ^mmumr^rzmn^LTc (-)iirna^^ jiz^z 

m^m^.(-)MRNA^ ^ )V7,*st ?-<Dmmi5mzmm?z>tctb<D, (-)«rna? 
^;px^^^-©yyA^n-FT2>DNA^#t-r^ o ^f C *^B^«, ifmmm. 

^^^-DNA^e.©r>^;t'X(Z)S^«^^?S^ | JfflbTff 5 Z.ttfi~H%%> ( 
H^^97/16539#; @^H97/16538^; Diirbin, A. P. et ah, 1997, Virol 
ogy 235: 323-332; Whelan, S. P. et ah, 1995, Proc. Natl. Acad. Sci. USA 
92: 8388-8392: Schnell. M. J. et al., 1994, EMBO J. 13: 4195-4203; Radeck 
e, F. et al., 1995, EMBO J. 14: 5773-5784; Lawson, N. D. et al., Proc. Na 
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tl. Acad. Sci. USA 92: 4477-4481; Garcin, D. et al., 1995, EMBO J. 14: 60 
87-6094; Kato, A. et al., 1996, Genes Cells 1: 569-579; Baron, M. D. and 
Barrett, T., 1997, J. Virol. 71: 1265-1271; Bridgen, A. and Elliott, R. M 
., 1996, Proc. Natl. Acad. Sci. USA 93: 15400-15404) . Htt&©#i*lCj;») 

m^m^(-)mRNA^^;i,7.^^^-fi, ^fcwizfe. (a) 

^-dna£, np, p, &£ummzm$ir zmm (^)w^-mm Ti^£-& 
sm (b> mMm&%wtmMm^nbnrcVj)]sx^>7?-titc\t*m 

, SSfcig (b) fc^^Tx>^p-^ses*^tr^k:^*nfcC7-r;PX 

fiW)tt5. *^te*VJT«, X@ (b) fc$5#5i&££&}&, -T^t»^3 
±E©aBI&k:*ttSMSaH©^©fiT*fctt^*f*^fcffi4l|-rs*#T 

©«jgi?*n«, 09*. f& ^©m^©i?4M*fe»^ni^^©atg$wr5 
©^# t * nfc^a^© * n t n*©tttt * 
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^Wt-tMTCSEHSii:*, ^^Jl/T.^yA^n-H-r^DNA K^-DNA) 
fct VJW?<<*7M (^t^IIIM) (#^x^^RN 

NA*T7^ot-^-0TSSfc3ii^$-a-, T7 RNA #U ;* 9— D SNAKIER £ 

<2>fcl/THU |*0h7>X7i^->3>WJffitf§. m%.\i* DOTMA ( 
Boehringer) , Superfect (QIAGBN 1301305) * D0TAP, DOPE, D0SPER (Boehringe 
r #1811169) &£j&*W6ftS. ®t LT&WZ-ttV >m%)V*sVJ±*m^rz h 

I&fc&D&SnStf* ^fcfc+^fiODNA^AS^t^&nTV^ (Graham 
, F. L. and Van Der Eb, J., 1973, Virology 52: 456; Wigler, M. and Silver 
stein, S., 1977, Cell 11: 223) „ Chen£<fctfl)kayaMtth 5 7 

mm<k*miis. o mi&t&mmwyic^-^ay&ft* 2-4% co 2 , 

35t, 15~24B#IHK 2) mtt]WR«J:Ollttt©t)©3W5tt« I ifil<» 3) fc^MML* 
(DWmB&t 20~30jtig/mlCDi#S5i^a:^#SnSi^LT^5 (Chen, C 
. and Okayama, H. , 1987, Mol. Cell. Biol. 7: 2745) P ©©^ifett, 
h^>^7x^^a>fc5ibT^5. *<&DEAE-x*7n (Sigma SD-9885 
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m.w. 5xio 5 ) &^mmmmmitrmmL, Yy>7,y^^sy^noij 

®m&Wiit>Z>tctbiZt7Un*>ZMx.%>Z£hrZZ> (Calos, M. P., 1983, Pro 
c. Natl. Acad. Sci. USA 80: 3015) . ©(D^mtn^ft&tmtnZljmX 

Al:it b5>Z7x.#5'a>&M&MVT\t*Z>o V?M\Z\t Superfect Transfec 
tion Ragent (QIAGEN, Cat No. 301305) , £fz\t D0SPER Liposomal Transfecti 
on Reagent (Roche, Cat No. 1811169) ^H5n5^, ZtlZ £ftHS£ft&V* 

a 

cDNAfr ^W^OVX^yf- (DnffimZ&&&) \Z iWlX tfjfc® £ 5 \Z LTfr 5 

247^ S 6 ftgS© y^X^^^yi^-h^fc^l OOmm^ h U M#T, 1 0 % t> s s 
fel&sflffi (PCS) &£&%i&%in (100 units/ml ^->>U >G*3<fctKl00jtig/ml Xh 
l^h^-f -») ^•a-tr««^m (MEM)&^^T^WE65!5mmLC-MK2 
£70~80%3>:7;VX>M;:&3£Tig*U 0O;Lk£ 1/zg/ml psoralen (V^W 
» #ffiT TOM^LS^20MST«{l:bfc, T7#U*^--tef£fggf-t3« 
^^v'-T^.-r^XvTF?^ (Fuerst, T. R. et al., Proc. Natl. Acad. Sci. 
USA 83: 8122-8126,1986, Kato, A. et al., Genes Cells 1: 569-579, 1996) £ 

'2 PFu/M«g!£-g-3o v7u>mMm&£zmmMmm\m&mm?z>z. 
£an?« 0 mrnmrn^ 2~60wg> ^D$?^L<«3~20/ig©^^«^ 

T^fcM^bfclI^A-fe>y-r^^;i/XCD^VARNA^n-HT§DNA$:, >>-r 

)ixm?(D^mz>^m^byy7s\z^r^^)v^w:Bm^m^^y^^ h 
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(0.5~24tfg(£>pGEM-N, 0. 5~12 jLig<Z)pGEM-P, £ <fc#0. 5~24# g<Z)pGEM-L> AD 
$?f;L<ttmtfl/ig<flpGEM-N, 0. 5/zgGDpGEM-P, *«ktfUg©pGEM-L) (Kato, 
A. et al., Genes Cells 1: 569-579, 1996) £&fcSuperfect (QIAGENft) %m 

-H*T55gS^^-oaJttt 2:1:2 521t^»Sb<> 7*7*5 F6« 
> «*«l~4;ig©pGEM-N, 0.5~2/zg(DpGEM-P, &<fctfl~4jiig©pGEM-UMgTjt 

00Mg/ml©U7 7>tf'» (Sigma) R^>h~»7^tV5>H (AraC) , 
£L<&40#g/ml©>'h>'>77fc?7->F (AraC) (Sigma) 0*£^tNlilfiR^ 
©MEMTig^L, 7^^n7^^^XlCJ:§««ft^*i!>(Ctt'J?), 7-r;V7© 
®iR^^«^:C-r^<t51C»j0«MS ; £^-r^ (Kato, A. et al., 1996, 
Genes Cells 1 : 569-579) . h 7>X7x7^3 >#648~72Wf|ffl6£Jgatgt 

T^fctt^^^aswfcffia-rs^frTT^-rs. ;i©mt^ ^;i/7!& 

RNP©l^>X7x^>3>fct ^tfiJ#7x^h7$>*#U*f^y^ 

ttWfcfct ffi4©^>X7x#^3>&i£#*IJfflT££o D0TMA (Roch 

e) » Superfect (QIAGEN #301305) , D0TAP, DOPE, D0SPER (Roche #1811169) fc 

(Calos, M. P., 1983, Proc. Natl. Acad. Sci. USA 80: 3015) . 
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5SST£LLC-ffi2ttl&fc:MU IWftlC*W-*iaaK©H)«E©ftT*fctt«i*ft 
tt>*e#* (HH$&M## WOOO/70055 $>&Zfi W000/70070#flg) o ± 

B0*«s»»fc «k * i o b ffivmi?mw<Dmmft^mm u mmz& 
mz, mfc*mwhTh&\,\ mm±m&fc\mm\z<s&nz>v>f)vx*mtm 

«^*«tt(HA) %mfe-?%> Z\b\z£X) ftJTTS H i#T#5„ HAte Tendo-poin 
t (Kato, A. et al., 1996, Genes Cells 1: 569-579; Yonemitsu, Y. 

& Kaneda, Y. , Hemaggulu Una ting virus of Japan-liposome-mediated gene del 
ivery to vascular cells. Ed. by Baker AH. Molecular Biology of Vascular D 
iseases. Method in Molecular Medicine: Humana Press: pp. 295-306, 1999) 

\zk d ftjrr* z. mwrnznts y ^ 7—vnmv9 ->xr^;i/ 
z&mik-rzrctbiz. mznrcmmnnzm^n mx-iiio* m it, mm 
\z^mm&Mom^o^rt.rz\m^mmm\znmr^^yrmm^nm 

@JR$nfc^>f;i/X©*#H:, MfcfcfCIU (Cell-Infected Unit) mfe&fttm 
«Mmffiffi(HA)(D«-r§il<h{Cj;D^t-§C:t^T#§ (WOOO/70070; Kat 
o, A. et al., 1996, Genes Cells 1: 569-579; Yonemitsu, Y. & Kaneda, Y., H 
emaggulutinating virus of Japan-liposome-mediated gene delivery to vascul 
ar cells. Ed. by Baker AH. Molecular Biology of Vascular Diseases. Method 
in Molecular Medicine: Humana Press: pp. 295-306, 1999) . ^fc, GFP (Hi 
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©te«Ka[»wfc«»iiiffje** # > h c t c & o #tiff££*-r 3 £ £#t* $ 

Z\tifiT?%Z> (WOOO/70070) . 

it* z. tx, *<DW&n*x>*u-7ttts!m&V<< frz&rF&ftz c £ fe 
T£3o ±IB©l&£*>6»&ftfc 

ffiofe^^;^^^^-©«jfi^t*|!EfcH15SSnTV^ (1993), r 

, pp. 153-172) . ftftWfctt, fll&fck £«#£#atffifcAft9~12HM 37~38 

A, r^^;i/7.H^yohn-jWj , ^3?A;Hfa-a, pp.68- 

73, (1995)) o 

WK\mmz&v%m&n<D%mmT£fzi±mikTzummg: 

tt, (a) K(-)«m^Y^fc**1-*^-r^^«IRNA*fcB-€-©*Bl||« ( 
#yf-f :/i0 Sa-FTS^^HMtAS, NP, p, &£zfim&B&5mtzm 
m (a;W\°-M) T!ifc^3i±£X@, (b) Stt^U|j|»^#^n 
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. *mw\z&^T\z, mzxm (b) ic*^**«*w«««ktc*d, 
<i> (- ) mmkv a )vx ? j u cdna& mm^i -fy^s. Fvmm 

<2> (-) mwkt> 4 *mmmtrz*s)wt<-Mi&<Dftm 
mxm-) mwko j jvx ©M»fc^ ©§§£ttfcss£#Ri tea: < ? * - * mat- 

3fc£>> »g(tt^ , n ; E-^-*fcttCre/lMP«:f©a*ift^.C«fc*5g31fel»^^ 
EftfU/BT (-) »A-> w ©lBtfi* fc»ST 3Cre/l oxP«U»S!»5i^9 
*S H©««tt(-)«UWA^-f^ietfir3 t ftPCRTfJ«*U, Cre DNAU 3 

> tf3— tffc «k 0 3tfirP*W *«*583l £ £ 5 fcl£fr £ tifc 7^ X 5 HpCALN 
dlw (Aral, T. et al., J- Virology 72, 1998, pU15-1121) O^-^t-f h 
Swal9H&fciteg*£i?AT*. 
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m*m^ZZ.tfrT?%Z>o LLC-MK2M&, 10%©M31Lfe^M^vl!MS« 
(FBSK ^5>U>G^-hU«^A 50#fe/mK ££«!>*X hU? h^-f^y 50/zg/ml 
£»L£MEMT:37 C C, 5% C0,T?lg*-f5o Cre DNAU 3 >h>- izfcj; DMjlfe 

}£ (mammalian transfection kit (Stratagene)) fci*), M^J^T'n.hn— ;WC 
to TLLC-MK2M \Z MCTSA^frS . 

m\CfU-Y^m^ 40%3>7^X>h*T4WLrcLLC-MK2«(C 
10/igOM^y^7.5 F5h7>X7i^~>3>i, 10ml©10« FBS£^tfMEM& 
ifttCT, 37*C(D5%C0 2 ^>^^^-^-tfr24B#F B 1^*-r§o 24P#F B mti£fflJ3& 
£te^U mmmizMmWi. 10cnr>^-l/5#£|B^ 5ml 2ml 2% 0.2 
ml 2$C«#> G418 (GIBCO-BRL)^1200Aig/ml$#tJ > 10ml©105i:FBS^tfMEMM 

b\zfcz>£T*&±mm&Mttz>o 

s\)i/t-mm\z&^Tm&M-t)mm%Ltz> ztw, ie^ffi©^ jit zmwr 
z>tc®\z\m^r$>z> 0 ^(Dfcmzit, m^u±m(omnmm<Dm^2\Bi^rc . 

mmz h^>x7x^-> 3 >L^ osu©^»ttv-*-T»^^-r § z\ t 

A°-««, |iP#£F®e^fe3!ga-r3;i£l;:J;^ F&£t£Mjtfc^©M#£#*i 
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ft 01*. f£ 7^ ;i/XAxCMCre (Saito et al., Nucl. Aci 

ds Res. 23: 3816-3821 (1995); Arai, Let al., J. Virol. 72,1115-1121 (199 
8)) £F£b<te moi=3 gftTSSS^^Tff "5. 

<3> m^^^;^ow»«r^«HS 

x&M(-mMhVj)iz®m&mA%.r£\mf&z : &n&£.i<\ rnp©sa^ #i 

V> L , * 3 WiRNP 3 HHIg iM^\;i/A°-M t 3 C £ £ «fc ^ T 

;i/A-«rtT> £-VARNA£fc^Si3\ N, P, &£X$Lm&M(Dft&T-?m&M 

mzm&z&T t> «k m^^cs (-)mrnao ^ ;i/7.y y acdna^ e. ©m^^.^ 
-fM^^^-©sij«n (a) (-mmkvj )vz\z&mTz>, 

T3^^--dna2\ np, p, fc£tfLgeR<H85rr saws (^ahhms) x-m 
ms#zxn> (b) ^«^-5^ww^e.#e»nfO^;i'7.^^^-^fc 

J4*©R»P«»ft#Xbfc»»*, WBJft*SVitt«EJ»AlillftoJWi#lclft*a* 

5Ig, C«fcB»jSf*IL£j&tT!*S. #8«JHfc:*5V>T», 4#CXg (b) Klfc 
W--5«*S«F*M*a J F , X?*D. <fc D#£b< &34t:£rF> * & 
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f^^m^fxt>ii^ct^mr'$>^^t^mmLrco xm (a) c&^tnp 
77Z5.Fzmmzh : 7>z7*?zs3>?n\f&^o xm (a) \z&^ 

^?t>) , AjW1-«T^3i£li:Tt>J;V> (§li£0!j#$O o h&Wt. XU (b 

) rm^%mfc?tf%i&mznfr&£ntzMm*xn (a) iz&^rmmtzz. 

th'vtmT'&Zo xm (a) Tg££tlfcRNP£I@ (b) ©ttO^AT^fC^ 
, MPUfxn (a) (O«^Jti^Sli^^i:0Wb, £ti£:ai (b) ©Ml 

5 H ^^T©<t o \Z bTLLC-MK2«£ h7>A7x7ya>t§. T7 RNAtf 'J ;* 
^-1flI«J;D'7-VARNA0te^^fTt»«JS^t^ LLC-MK2 »£5XlO fi cells/ 
dish Tr 100mm Ah'Jll^^, 24^ig«^ V^U>£*&«*MI (365nm 
) "I? 20 ^Wffib7cT7 RNA^U^^— fe'^^-r^Un>t:^->hy^^T 
<7^;P7> (PLWUV-VacT7 : Fuerst, T.R. et al., Proc. Natl. Acad. Sci. USA 83 
, 8122-8126 (1986)) HSiatlllFM^tS (moi=2) (moi=2~3, BM\Z\t 

WVy^b^m^ntc UV Stratal inker 2400 (JlfUf/mn 400676 (100V), 
Xh7^^->t, La Jolla, CA, USA) £fflV>3. MM* 3 Sife*LT*6y 

/ARNA&5Sar*^7^5h\ *<ttXNP, P. :fe«fctfL2fiK (»ft«K:M»eK 
*5^T*^^5 K^OptiMEM (GIBC0) £«»U SuperFect transfect 

ion reagent (1/ig DNA/5^1 © SuperFect, QIAGEN) £X*mg&U 
^Hftit, mmmzM FBS£^tr0ptiMEM 3ml \ZAfl, ttfc^JPbTig^-r 

«. yyARNA^^Ts^^a h, *5«fc^n-?tiN, p, l> f, * 
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1:2:2:2 t?&ztwrit&&zti\zm&i!tvhi». 3~5mm%m&, mm 

/ml (AraC, Sigma), h'J7v> 7.5/zg/ml (GIBCO) £^trMEMT24~70P#P B ^* 
t§„ i^8.5Xl0 6 cells/dishfefeOldMSe^it^^-rSiBBa (MA 

40/zg/mL© AraC&XM. 5/ig/mL©Trypsin^trMEMT^ 
fc2 BH37 , CT!#*tLT'bJ;V>. nn £©»«&* IhPKU h£OptiMEJl £ 

fl»t" 5 (10 7 cells/ ml) . $^ii!«£3lHlil9MLTlipofection reagent DO 
SPER (Roche) tM£L (10 6 cells/25// 1 DOSPER) aHra5#i»L&«, ±|BT 
^ D-~>^b WaM-«[; h7>X7i^S/3 > (10 6 cells /well 1 
2-well-plate) U Jiirif £^"£&UMEM (40/zg/ml AraC, 7.5/zg/ml hU^» 
£^tr)Tig*L (*?£b <««!?) , ±«f£@JKTS. H©tfr, Lippofecti 
on reagent DOSPER h7>^7i^ya >HiO»UC h7>77i 

*5S«©^fc«fcn«, #^bj©^;k^^~«, 09&fc£ ixio 5 cium 

1X10 6 CIU/mLRJ:, «tD&SL<tt 5X10 6 CIU/mL£JU, «fcO 
$?£b<& 1X10 7 CIU/mL£*±, «fct)ff*b<tt 5X10 7 ctO$f^L 
<tt 1X10 8 CIU/mLSJLt, «tOJF*b<tt 5X10 8 CIU/mL^±©*#T>7^ 
^jfflJfe©JfflJ^JK*fcttmS : &S2:t36«BlffiTf**, Vj)VWtim\t. 
*fc«ktfffifciBtt©:£teK: J: 98'J^t"£ Z t&T?£Z> (Kiyotani, K. et al., Vi 
rology 177(1), 65-74 (1990); ffOOO/70070) , 

toK&Mi-mmVj frMJ AcDNA^ w )i*'<2#-*nmi8, 

&:bl3> (a) (-)«RNA9>r;i/Xfcfi*-r«, lH^S^l/^^f^f 7^R 
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z^oMmz&mtz.'yjjvxm&nM or&fr-£NP, l, m, f, 

&m *%m?z>MM (a^a'-m t^^sis, (b> mmmt. m 

, (c) m%mfrt>nmmm*mm-?z>j:m> (<d mmnim&m&mzmfr 
^ntzmu^m^r^mm (ma;i,/\"-» \zm\VT%mtz>xm. & 
&ts (e) m%m±mfrt>V4 )iz%lt*®wtz>xm. x 
n (d) it±m<Dfcu&mzTftoz\tj)m£i't<\ #en^^^;i/x^«, 
nm^)w^-mm\zmm^r (^Ktw) ^-fs^^T^ ^ 
^fcfi, mmmmm\z^TVj)\>*itnm&^%z\£tfi?%z> 0 

%s<>?J AIM XftfrZ < DIM X0±£V^5&t£^£«Jf T3 £ 

s 0 7j)V7,Mfc?<Dxmz£vmmmsfc^znz0Ojjvz}$mmft 
\Bmvrz (-> ■< ;vx izmnmzmmztez $ mmt^b z ttfx^Zo 
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IB, #«fctf#&BH62-30753-3&#) , *«k^73-X»(EBI^W^»*«fc^/**:tt 
*©£*M&fc!ft*;*i*5:£8 (WO97/3201O) tifiUZZo 

kvmmtEnrcVjfrz^f-o&^mm^nfomtLTu. un vivo 

) &#K:«fcafcfc^5£Pt, Rtt (ex vivo) S-^fciSJIfe^SOViTn©^ 
fcioTfe, §^*l^t> L < Hit 

HtdtT^S. (-)HRNA^ ;VX^^^-§»T«$-ttfc*^ 
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<?$-on*mt, mm, &m<o^m, ^m. mu 

?-mtm£L < \tmo 5 CIU/b1*>&»10" CIU/ml, £ L< ft&lO 7 CIU/ml 
fr£*WCIU/mK Sfc»S.L<^lxi0 8 CIU/ml^ e>*tJ5X10 8 CIU/ml ©^Hf^g 

Sfcoo^a^ 2x10 s ciu~ 2X10' 8 cmw£h<, &j=j.®m*. imztz 

\z. th, v«>x> VD-ir. fcy^ ^&££T©Pi?L 

13 3 SeV18+/AF-GFP^Vi«SeV18+/MtsHNts AF-GFP^FSfi^^^-T^ 
MM (LLC-MK2/F7/A) te«&U 32 t CB:^37t:T6 BTOItm©GFPf§§I£^Ti! 
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BKfct SeV-vm&&#ffimt*m& (LLC-MK2/F7/A) fcO^T, 32 , C&Htt 

3rCTtrypsinRtXj|im*^*^Vi|IEMT«*bJil^»lCFgao56S**Western- 
blottlngT*ft*WlClH»Ufctt^^TW-C»5. 

0 5 tt, LLC-MMflgfcSeVl 8+GFP, SeV18+/AF-GFPifc W£SeV18+/MtsHNts AF-G 
FP&m.o.L 3TggfeL32'C, 37lC*^tt38 , C'««b 3 BftOGPF^^^f-m 

H6tt, LLC-lMfl&KSeVl 8+GFP, SeV18+/AF-GFP^;^«SeV18+/MtsHNts AF-G 

H7f£ LLC-MK2«tSeVl 8+GFP, SeV18+/AF-GFPlS^teSeV18+/MtsHNts AF-G 
FP£jn.o.i.3lf«U 37 t CTi§*2 0^OJg*±«rJC^^ipijRL,T, 1 lane 
^06 well DlateS^lwell^Ol/lOffiSa^ffl^T, ^Mttfr£fiJ/BL£Wester 
n-blottingfc«J:D3fc«>fc, ;P^«^t-x-f (VLP) IS©M®e© 

0 8 LLC-MK2«fcSeV18+SEAP/AF-GFP^Vi«SeV18+SEAP/MtsHNts AF-GFP 
£m.o. i.3T?flRftU tt*12, 18, 24, 50, 120«fM«ICU->^U >^Lfe^ai± 

09 te> LLC-MK2«(CSeV18+SEAP/AF-GFP^^«SeV18+SEAP/MtsHNts AF-GFP 
Si.o.i.3T?«»U ^«24, 50, 120BfF^^i+>y U >^Lfc#*±»©HA?g 

01 (Hi, UC-MK2«fcSeV18+SEAP/AF-GFP^^ttSeV18+SEAP/MtsHNtsAF-GF 
P£m.o. L3T&&U i§«5B^lct+>^U>^l,yc^«±?f^^^T^M^^ 
^X£HUKU 1 laneMSD6 well platefg*lwell#<Z)l/10*§ll;£;B^T, JtlM 
fctft^OT LfcWes tern-blot tlngfcj; Q&UbfcVj ^T^/l-^ $ )VM^T 
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m 1 1 fcJU LLC-MK2, BEAS-2B^^«CV-1«{C SeV18+ /AF-GFPlfeV>ftSeV18+/ 
MtsHNts AF-GFP£m. o. i. 0.01, 0.03, 0.1, 0.3, 1, 3, 10Xm%kV, JftLt#£^£ 

^v^^fiiox v^^mmx^mv, skm^^^mom^mm^B 
mz. io% mz%wm<Dm&\mm b&\z. mm^\znm^nrcimmi)^ 
M,m-o rem mmm& %^irmx$>%> 0 

B12H LLC-MK2«fcSeV18+GFP, SeV18+/AF-GFP^V^«SeV18+/MtsHNts A 
F-GFP£m.o.i. lT^b, 32^, 37 < Cl£W238 c CTig*U ig#2 Bl£fC£iM£i 

w*mm Lx%.mk&*nv z\ t\z & K)#&rzm&0MMftm&*m?^nx$> 

Ml 3&, A-10M^SeV18+SEAP/AF-GFP^cVi«SeV18+SEAP/MtsHNtsAF-GFP?: 

m.o. i. i xmmu wci&^mix:x%mL, %m\um\zm&ifc&&tfmw%i 

mi 4tt, A-10i^^tSeV18+SEAP/AF-GFP^Vi«SeV18+SEAP/MtsHNtsAF-GFP^ 

m.o.i. i xmmv, ziv^mivx^mv. mmiBmzmmw^xmm^i 
fommvxftmL&tift^ ^m^u-^-mwLmmmhxmmvrcum&R 

mi sit* Mm&Rzmm^omm^MmzR^-rwmmm^umo^m^ 

t¥lT'J&5. A-10»fcSeV18+SEAP/MtsHNtsAF-GFP&m.o. i. 1 xm%kb* it 
m\zm^<DMm&nMX$>Z>3)\>\i?-> (colchicine) jE£^ten;H^K (col 
cemide) l^M \ZtSL%>£o fcgsJaU 32 < CTrig*bfc„ ig*2Bl£K:£iM 

mm bfcM^aR^iN® & <DMi&ftm&m& b£ 0 7; x v^tLwrnrnx^tc. 

T^XT^-So A-10«tSeV18+/AF-GFP^cV^iSeV18+/MtsHNts AF-GFP£m. o. i. 

1 xmrnv, w.mzm^<DMm&nmx$>z> colchicines^ i^m \zu 
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C7-f;^2*ttfflftil^fc«***-rHT**. TdFj &SeV18+/AF-GFP, Tp86 
J teSeV18+/P86Lmut • AF-GFP, n»511j &SeV18+/P511Lmut • AF-GFP 

S19I1 P* j;m«^CJ»«*T*F^*fflSeV0jM6l»«Fttftll^fclS 
SSwTHT?**. rp86j teSeV18+/P86Lmut • AF-GFP, FP511j »SeV18+/P511 
Liut • AF-GFP, TDFj &SeVl 8+/ AF-GFP ££1". 

02 0«, P*«fctn.3ie?lC*»ft#r*F^C*aSeYS*XbfcCV-HBftk:* 
ttS¥AitW (GFP) SSSa-rsJBfiftOSeflSftwTHT?**. rp86j «SeV18 
+/P86Lmut • AF-GFP, rpsilj fc£SeV18+/P511Lmut • AF-GFP, TdFj «SeV18+/A 
F-GFP £^T. 

VZmXfem? (GFP) rp86j &SeV18+/P86Lmut • A 

F-GFP, TP511J ttSeV18VP511Lmut • AF-GFP, rAFj «SeV18+/AF-GFP, 
To 

02 2te, P^cfc^L51W«^W-r^F^^SeV^Abfc«^*5^^ 
«A®CT (SEAP) CD»a^^;|/©J#tttt**1"HT?»5. TNCJ ti^**-* 
A£frfc>&«f£*» TdFj &SeVl8+SEAP/AF-GFP, Tp86j «SeVl8+SEAP/P86 
Liut • AF-GFP, r p 5lij «SeVl8+SEAP/P5llLmut • AF-GFP &^T. 

f >i';^2^ai^^fe^^T0"e^ ; 5 o TdFj «SeV18+SEAP/AF-GFP, r 
P86J &SeV18+SEAP/P86Lmut • AF-GFP, fpBllj &SeV18+SEAP/P511Lmut • AF-GF 



WO 03/025570 



63 



PCT/JP02/09558 



p &*-r. 

02 4&, P*J;tfL»€^JC*ft*Wr*F^S!SeV (SEAP54£^*oM) © 
ffltelWtt*W^fctt*£^f 0*^*5. TdF+SEAPj &SeV18+SEAP/ AF-GFP, r 
P86+SEAPJ &SeV18+SEAP/P86Lmut • AF-GFP, r P 511+SEAPj &SeV18+SEAP/P511Lm 
lit • AF-GFP £^To 

<Dy/AcDNA©»X*-A£^f0-e&3. 

©•>^;UX2^m^P^7 u c^m^^T0T$.5 o TdFj teSeVl 8+/ AF-GFP, l"ts 
J «SeV18+/MtsHNts AF-GFP, l"ts+86j teSeV18+/MtsHNts P86Lmut • AF-GFP, 
rts+511J «SeV18+/MtsHNts P511Lmut • AF-GFP £STo 

©«JfcI»*tt*»l^fcl***5«THT**. TdFj &SeV18+/AF-GFP, Hsj ttS 
eV18+/MtsHNts AF-GFP, Tt s +86j teSeV18+/MtsHNts P86Lmut • AF-GFP, Tts+5 
1 1J «SeV18+/MtsHNts P511Lmut • AF-GFP £^To 

TdFj teSeV18+SEAP/ AF-GFP, rts+86j &SeV18+SEAP/MtsHNts P86Lmut • 
AF-GFP, rts+511J &SeV18+SEAP/MtsHNts P511Lmut • AF-GFP £^To 

@3 0}t u/wmfcTfci&mm^&^m, p/l«&^ izgm&m-rzmfkMsev 
w&mfcfmmm) (ommmm^mmmzm^rcB'^^-r^^^o rdF 

J teSeV18+SEAP/ AF-GFP, rdF/ts+P86Lj &SeV18+SEAP/MtsHNts P86Lmut • AF-G 
FP, r<3F/ts+P511Lj &SeV18+SEAP/MtsHNts P511Lmut • AF-GFP 
0 3 lte, EGFPl£^£^1"3M^MSeVy/AcDNA©1i^X*-A£^T0 
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03 2fck mzMmX&MSeV?;&cWA<Dffi%7s*-J>*mirmT!$>2>o 

03 5tt, ^n-->^UrcM (RtfP) Sa*»l»f6ST5«ffliaiCOViT, Cre 
DNAU 3 tf^STSm^m^Txy^^;^ (AcCANCre) W 

es t ern-b 1 o 1 1 i ngfc «fc SMRtfFSS O^MW^JSS Jt«***T»T* 3 . 

03 6te, AJW^-jBfi (LLC-MK2/F7/M) ^D->#18RCWf62*ffl^fcM^a 
SeV (SeV18+/AM-GFP) ©£* ;P*?|*j££jSTW7ra*. 

B3 7tt, SeV18+/AM-GFP0^^;M^Htt (CIU^HAU0«^{b) £^"f0 

04 OteU SeV18+/AM-GFPS.^SeV18+/AF-GFP^LLC-MK2«iS*±M4 J ©'> 
^;^**Sa©Jg«tt*fi! (WR3R«Sff«LTIestern-blotting) £pk1"^X 
T*§. ifCSeV^# (DN-1) SfflUfc. 

04 1 fcj\ SeV18+/AM-GFP^V^iSeV18+/AF-GFP^LLC-MK2(Cm. o. i. 3TSIfeU 

, «^WfcigjRUfcj&si±«f*©HA«tt£^-rHT?*s. 

@4 2lt SeV18+/AM-GFP^V^iSeV18+/AF-GFP^LLC-MK2fcm. o. i. 3T»L 
, ffift5Bft©tt3KKflUKM^-r9XT«S. 

04 3 tt, SeV18+/AM-GFP^Vi«SeV18+/AF-GFP^LLC-MK2{Cm. o. i. 3"e»b 
, ^5BWzW\S^Vfcmm±m\Z'O^X. iJtt=Ly9Vtfy*-J* (Dosper) 
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04 4\t. m&UX%MSeV (SeV18VAMAF-GFP) <DV 4 )V7>nm&&7f&& 

04 5J4, VRXttm&Wa& (LLC-M2/F7/M62/A) fcSeV18+/AM-GFP$W3:SeV 
18+/AF-GPP*«*U «3 B&Rtf 5 0tOtMli5it?lT$5. 

0 5 0*4, II/F^a!SeVOy/A^*RT-P(aKJ:0«Lfclfc»S*T^* 
•e^-So TdFj &SeV18+/AF-GFP, TdMj «SeV18+/AM-GFP, TdMdFj »SeV18+/ 
AMAF-GFP »-To 

05 1H, ll/P^^SeV**AU&»l»fc*Jt«iaieM*J:t«P»e*©58S 
0 5 2«, M/F^^SeV^ALfc«^^0^^;PX2^ai©W^^HA^'i4 
05 3te, M/F^^SeV^*Abfc«^e,©^^;i,X2^£tJCDWil^, 

05 4«, wKikMsev&&mxikM$ew*M&nnmMm^<Dm%tM*m 

0 5 5»> M/F^S!SeY*«kt»l^a!SeY©X^X5IB^©>f >tfsi?S#a 
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rcm%Z*"?mr&%. rftflnj fcMg|3ji£j#ofcSeV (SeV18+GFP) , TdFj m 
eV18+/AF-GFP, TdMj teSeV18+/AM-GFP, TdMdFj fcl:SeV18+/AMAF-GFP 

o 

AcDNA (pSeV18+/AF-GFP : Li, H.-O. et al.. J. Virology 74, 6564-6569 (200 

o), wooo/70070) zuneirmitu mte?*<5tsmft um\>p) &7%n-xm 

^mr^m. m^T^n>^^mKiliiV, QIAEXII Gel Extraction System (QI 
AGEN, Bothell, WA) TrUJiRU pBluescript II (Stratagene, La Jolla, CA) © 
EcoRVlM h\ZV7>7U-->?fLtz (pBlueNaelfrg-AFGFP©^) . Miffed 
©£S^«S^A«iI©pBlueNaeIfrg-AFGFP±T, QuikChange™ Site-Direc 
ted Mutagenesis Kit (Stratagene, La Jolla, CA) £?iJJELTKiUcfBfcCD3f?£ 

strain (Kondo, T. et al., J. Biol. Chem. 268: 21924-21930 (1993)) (DWM 
£*iJfflU G69E, T116A&tf A183S© 3@^©^SA^ff ofco ^gMA\Z&m 
bfc-a)5fe^"U n*©SS^iJ^ G69E (5'-gaaacaaacaaccaatctagagagcgtatctgacttgac- 
3V@B^J#-^ : 4, 5'-gtcaagtcagatacgctctctagattggttgtttgtttc-3VSB^J#-^ 
: 5) , T116A (5'-attacggtgaggagggctgttcgagcaggag-3VlI?!l#-§- : 6, 5'-ct 
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cctgctcgaacagccctcctcaccgtaat-3V@B?'J#-^ : 7) RZf A183S (5'-ggggcaatca 
ccatatccaagatcccaaagacc-3' /SBJ>j#-S!- : 8, 5'-ggtctttgggatcttggatatggtgatt 
gcccc-3'/S2^J#^: 9) T££<, 

Mjta^±fc 3 ^©^M^^-rSpBlueNaelfrg-AFGFP^SallTr^ttApaLIT 
»^?»ft*fTV>, &m&?$'£tsy5>f*>h (2644bp) SlalJRbfc. -#TpS 
eV18+/AF-GFP$ApaLI/NheIT^^LTHN«^?^t;©fM- (6287bp) SEMKU 
£©2ti©$rJn £Litmus38 (New England Biolabs, Beverly, MA) ©Sall/Nhellf 
■i h\ZD-7'?U~-- yf/Lfc (LitmusSall/Nhelfrg-MtsAFGFP©^) . HNitfc 
iF^OfiSifiStt^SS Att C <£>L i tmusSa 1 1/Nhe I f rg-Mt s A FGFP±T, IfiS^^ 
O^^A^filHi^QuikChange™ Site-Directed Mutagenesis Kit£fiJfflbTKi 
t tfB»©#}£lc:fe Tff o tzo HN»^±^©3£SSACD«£«tt<wpson £> tfffi 
£1/Tto£ts271 strain (Thompson, S.D. et al., Virology 160: 1-8 (1987)) 

omm&mmv* A262T, Giumx^rnQo^mmo^mmx^n'orc. ^mmx 

\Z&mhrc&l&*Vzi<Dmn\$, A262T/G264R (5'-catgctctgtggtgacaacccggacta 
ggggttatca-3' /ffi^U#-^- : 1 0, 5'-tgataacccctagtccgggttgtcaccacagagcatg-3 
'/gB^lJS-Sf: 11), RZS K461G (5'-cttgtctagaccaggaaatgaagagtgcaattggtac 
aata-3VS2^J#^- : 1 2, 5'-tattgtaccaattgcactcttcatttcctggtctagacaag-3' 
/BB^J##: 13) ^0^«^«HN®e^©^^A^iJ^©^^^ 
-±Tff-=>fc^ pSeV18VAF-GFP&SalI/NheIT?mr:L#e»n^MRtJCHNjt^^ 
&t!75>f*>h (8931bp) ^Litmus38©SalI/NheHf-f hfclf^D-- 
T'&ZtlZZf (LitmusSall/Nhelfrg-AFGFP) £fOTLT,' KfttfHN3t<g 
^©^gS&fcA?"* C tteUtgT&S. ^©ct3(C LT)S#:&£$A£fr V> 
, Wt^f±K:'3«Hf, HN»^±fc3«WOlf6tt»f0*«!$tt*aSi(|Ab 
& (LitmusSall/Nhelfrg-MtsHNtsAFGFP©^) „ 

LitmusSalI/NheIfrg-MtsHNtsAFGFP$SalI/NheIT?r^bUTlHlitXLfc7^^^> 
h (8931bp) t, *^pSeV18VAF-GFP^SalI/NheITmbTlHlJ|XLfcMS.7jHN^ 
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&&r?&$&3.W7tf*>h (8294bp) ft^-T $*-*>3 >l/T, MXtfBN»£^ 
V^-f^^^fi^VAcDNA (pSeV18+/MtsHNtsAF-GFP) (02) 

o 

EAP) a^?*»«bfccDNACD#l» , bffofc. SBAHlfirF ©TfcloKlhS'^ 

^-^ffiE^J-^^v^^^^-r^SEAPifM- (WO00/70070) £NotI-e$D£iJL 
(1638bp) , S^t&^HiR-^mU pSeV18+/AF-GFP&tfpSeV18+/MtsHNtsA 
F-GFP©NotI+K blZ&&LAjf£o ^tl^tl. pSeV18+SEAP/AF-GFP&l£pSeV18+SE 
AP/MtsHNtsAF-GFPiL/t (02) . 

©??«*£ «Li£©$BS (Li, H.-O. et al., J. Virology 74. 6564-65 
69 (2000), WOOO/70070) KlftoTfrofc. F#^T&5©TFlie©'\;W\ 0 -SH 
JfeSfU/HTS^ ^M^;W^-«^©{-«Cre/loxP^^«^X^A5r^Jffl L 
WS. St^XxAteCre DNA U 3>tf*— £££ BMmS*ftfll*5&3i-r 
*<fc.5K:tttf-$nfc^^$ FpCALNdLw (Arai, T. et al., J. Virol. 72: 111 

5-1121 (1988)) mmvrchoyx^y). m^^^.\ i <Dh^>7,y^—^>b\z 

Cre MfAU3>t?^— £583IT5»#iM.75V9^;i'* (AxCANCre) ^rSaito 
£>©#& (Saito, I. et al., Nucl. Acid. Res. 23, 3816-3821 (1995), Arai, 
T. et al., J. Virol. 72, 1115-1121 (1998)) T?S8fe3l*TifAitW*58S£ 

/F7 1 IBS L , AxCANC r e T^a*^Fg 6 L W * »M& &LL C-MK2/F7/A t 

W ©H*f£KmT©«fc 5 ICfTO LLC-MK2M& 5 
X10 6 eel l s/dishTfl 00mm© Hdt*, 24^1^*^ V5V> (psoralen 
) t&&&$89HSl (365nm) T20#«3bfcT7#U £*»§W* U 3 >tf 
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-r>Y 1 J!? s s—7*J<<)V7> (PLWUV-VacT7 : Fuerst, T.R. et al., Proc. Natl. A 
cad. Sci. USA 83, 8122-8126 (1986)) SafiTl^M***^ (n.o.i.2) . 
mmi!m*^mtmWT:Wfr 1 Utd&, 77X5 FpSeV18+/MtsHNtsAF-GFP, pG 
EM/NP, pGEM/P, pGEM/L&tfpGEM/F-HN (Kato, A. et al., Genes Cells 1, 569-5 
79 (1996)) £-Weni2/ig, 4jtig, 2/ig, 4/zgRt;4Mg/dish<D*ltT'0pti-ME 
M (Gibco-BRL, Rockville, MD) fcSBBU 1 Mg DNA/5AiL*|M$(DSuperFect tran 
sfection reagent (Qiagen, Bothell, WA) &AftTjg-&U Si&T15#«g^ 
, »W1C3« FBS^tTOpti-MEM 3mL(CAtl, MV&\ZWMhT%%h1t* mffl% 
llilf£tJS;^Ilt 2 0Mb, 40^g/mL© Cytosine )3-D-arabinofurano 
side (AraC: Sigma, St. Louis, MO) 2fc^7.5#g/n)L©Trypsin (Gibco-BRL, Rock 
ville, MD) £^frMEMT?i&*L£o 24B#|BJi&*&» 8.5X10 6 eel ls/dish&fc 9 
tzm&&tm$g%?Z>MM (LLC-MK2/F7/A: Li, H.-0. et al., J. Virology 74 
. 6564-6569 (2000), WO00/70070) £MU 40/ig/mLO AraCRtf7. 5/ig/mL©T 
rypsin*^trMEM7?HK2BHI37 , CT?«*L/fc (PO) . Ctt&®»Ufe*lH|JKU ^ 
W h£2mL/dish&fct)<Z> 0pti-MEMfcM7§Lfc o ftliHH#&3 08iDiI;LL£: 
^-f-tf-h^©^^LLC-MK2/F7/A(Ch^>X7x^>'3>U, 40/ig/mL© 
AraCRm.5^g/niLOTrypsin^^?f^^^ViMEM^^32t:T*«Lfc (PI 
) . 5~7 0&J&H±»0-BB££tK »ffefcW»bfcLLC-MK2/P7/AK:S»5$1i- 
, l^40/zg/mL© AraCRm.5Mg/mL0Trypsin*^Jfilfll^*^^MEM*fflVi32 
•CTi&^Lfc (P2) . 3~5B^fc«ffcfc»»LfcLLC-MK2/F7/AfcSM5fe$* 
, 7.5^g/mL©Trypsin(D^^^ifiitf^*^ViMEM^ffi^32 < C-e3~5 BFbI^* 
bfc (P3) o telJRb^:i§*±M (C^SU(C^-5J;5tBSA*^l]L-80 < CtT^ 

210^TilllL/fc#^^;^iJWft0^<^-ttSeV18+/AF-GFP, SeV18+/MtsH 
NtsAF-GFP, SeV18+SEAP/AF-GFPRt;SeV18+SEAP/MtsHNtsAF-GFP"e-en^n> 3 
X10 8 , 7X10', 1.8X10 8 Rtf8.9X10 7 GFP-CIU/mL (GFP-CIU<D£«ttW000/70070 
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\ZBW0 X^-otco Z.nt><D9^$-mmtZ>U, SeV18+/AF-GFPRtfSeV18V 
MtsHNtsAF-GFPClO^T, ?W&&WMmmt&MM (LLC-MK2/F7/A) fcjg$fe&© 

&> SeV18VMtsMtsAF-GFP^2rT«S§@g^ , ^--^©j2:^D7)^?) J b©©37 

[«^3] e^xswjfcfcfctta**!* (32*c) mm 

TzV 4 )V7,m2VX(D^^^ (Kondo, T. et al., J. Biol. Chem. 268: 219 
24-21930 (1993), Thompson, S.D. et al., Virology 160: 1-8 (1987)) Z\tfr 

5tt*fcfe0T*£a*, ^i^ft^iitw^ z.tx\ semmmz&tz 
oi« (fil^raiA^^KJ^Tfe) , ?m&xnx:xft?z.txm 
«»7)t±#L, ^*sm»orc t>©Tt>iHiJKT#?> «fc o \ztzzvimmm 

nx:xv j )V7.mmi&5AW±&-rz>m&tLT 2 ,&#*.£>n<5 0 £?\ 

O^g/mL© AraC&^7. S^g/mLOTrypsiii^^M^^^ViMEM&fflViTLLC-MK 

2/F7/A^ig«bfc^, wx:T*m-iam*mznmmm*mmznmtfntcnM 

«T<?.©tMl, 32r-e^*b7c^«7-iO0«+^^M^pitg-e 

t^ens; 2&mzMx:T*%mLr£M&iziZLLc-m2/FVh\z&ftz>m& 
(Dmmmm^nx^^T:^. vm&mmmm-r^mm (llc-mk2/f7/a) £ 

6 we 11 7 1/- 10$ FBS£^tTMEMT3>7jl/X>H;:&££T37 I CTig*^ 7 
.5Mg/mL(^Trypsin^^M^^^:ViMEM^fimb32 < C^V^i37t:Tf^*b, 
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) <£OTL7cWestem-blotting^ff5Ci-e, MmiH®V : M&n*¥femW\zmtir 
, 32 e CT«^<<i: ! b8Sr B 1«Fga0^^jt$nTV^c (04) . 

e»t)32 < cT©fi^ (pi&pd (D^mmmm-zntco 

±f3Western-blottingTOTM&Tfro7c. 6 well^V- h<7MwelLfr£lsliK 

d Loading Buffer Pack; New England Biolabs, Beverly, MA) IOOulIT^MV, 
98t:T'10^f B Mbfc 8 ^0^, ±fjfl0j*L£SDS-PAGE3r> MO/20 ; D 

aiichi Pure Chemicals Co., Ltd, Tokyo, Japan) \ZU— KLfc„ 15mMT2. 5Nf^ 
$cI!j^ PVDF^ (Immobilon PVDF transfer membrane; Millipore, Bedford, MA 
) \zt$ Fy-imzTlOOnKTimmfe^-Ltzo W$W&7uy*r>m%L (Bloc 
k Ace; Snow Brand Milk Products Co., Ltd, Sapporo, Japan) T4"C 1 StFeJEU: 
tkWLTc'&, 10* Block Ace^^F^^l/1000^*»L7c-^^»f' 
§U 4t:T-lfel*«L/fc« 0.05* Tween20£^tf TBS (TBST) T3|sK S1CTBST3 
®m$Lfz&. 10% Block Ace£^HRP£ii&£Lfc^V£*IgG+IgMift# (Goat F 
(ab')2 Anti-Mouse IgG+IgM, HRP; BioSource Int., Camarillo, CA) £1/500(M& 

mmnLtc—A&iftmmzmL* Muximmm^vtz. tbstt3hk tbs-^ 

W&htz%k, ik¥$£yt& (ECL western blotting detection reagents; Amersham 
Pharmacia biotech, Uppsala, Sweden) fc<£ D^tfil'7Co 

m)fcM4] WLmm&&&mmXVj)lX(D2W&tti'& : ?fem (HA assay, Wes 
tern-Blotting) 

SeV18+/AF-GFP, SeV18+/MtsHNts AF-GFP£&1^ ^TCDVj )lxm&&%tZ> 

^^mmrmmmzGvm^t^(DTmzm±^^i-^-^mm-m^y^ 

i-)V^t 3GFP®r>i- (780bp) ZmMVtzSeV (SeV18+GFP : m 2) Zft^Ttt®. 
&ft-ofzo 
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6well platefc*3^T3>7;i/X>htii?6$-B-^:LLC-MK2mC 3X10 7 CIU/ 
mL©#^^;i/7.M*lwellS^:D100wL^»bT (m.o.i.3) im®m%kL. M 
EM7?»^ lwell^7cDliBLCDil?t^^^ViMEM^irabT32 , C, 37 < CR^38^ 

%x$ztx;<D'£T<D&mz&^T, mmnmzmmv, &fcnmvfcG??<Dmms 
fczt^nztifc (05) o 
2^tktam.^tmmmma mmm t-mmv, Kato *>©;£& (Kato, a. 

et ah, Genes Cell 1, 569-579 (1996)) ) klfeTfrofco MP*., *Jg©96^ 

y'u-h^mmv, v j jvxmzmmmzns^ffi u&weii 5owL©2fgft$^ 

^J«bfcc ^©50MLt£Mg£PBST^mLfc-«7 HJ&#]fo. 

Tokyo, Japan) 50tfL£*g£U 4TC*Cll#MiWllxlWll«©^|*«L, % 

fc. 1HAU£1X10 6 ^^JRtillt, CWkXSrc^Lfc (06) . Se 

V18+/MtsHNts AF-GFPT 2 JfcttfflttWjfefc D«£l>U 37 , CT?8eV18+/AF-GFP©j9 
l/lOK»^LWS££l0r£ftfc. SeV18+/MtsHNts AF-GFP&, 32 < CT'fe^ 

S<J©M^e>©2^:ilcffi^©^» < hL/T, Western-BlottingteJ;*€*$ff 
ofc. ±iBtlli;cfc , 5mc-MK2«(Cm.o. i.3T«ffetfe, i^2QtC@i±i 

£M£iuiku **±«fi48,ooog-t?45^wat^L^^;^ga*isjjRbfc. sd 

S-PAGE^, Wes tern-Blot ting£fxK #Wffi#T?&HiL;fc. ttMtt#«*ffcKm« 
L&#!J£D-:^;Ptt#T*D, SeV-MM6ft©l-13 (MAD1YRFPKFSYE+Cys/BB^ 
1 4) , 23-35 (LRTGPDKKAIPH+Cys/iB#I#-5f : 15) Rtf 336-348 (Cys+ 
NWAKNIGRIRKL/BB3WI : 16) ©^^^ Hfc 3@^LT^L7c^1f^ 
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JfofflW* ^Mhffh ©T& Wes t ern-Bl o 1 1 i ngttH jgftl 3 IcfB® ©#&TfrV* 
, -&M#©^ia#tel/4000#$?, :=^#©HRP£j&£bfctii7t?y MgGift#: 
(Anti-rabbit IgG (Goat) H+L conj.; ICN P. , Aurola, OH) til/SOOO&Sfclg- 
•UxfcfeOftUUBbfc. SeV18+/MtsHNtsAF-GFP-e^ fflfiS^fc^Mgad^iggF 
fc#<5i5SbT^5©fc»LvirasOSeS^^LTfeD (07) , Western-Bl 

^li5] fi£S3i^»A^;p;*©^tt&ySB£* (SEAP assay) 
SeV18+/MtsHNtsAP-GFP(C*5^T2«ffi^^^bTV^^ tttmtZ 

^oTLt5©t, -€-©56S*tO^TtftlE*fT^fc. SeV18+SEAP/AF-GFP 
MSeV18+SEAP/MtsHNtsAF-GFP^LLC-MK2ilBSaiCm.o.i.3T^m 0$ 
m 12, 18, 24, 50, 120I5M&) B*±i*£|gjRU ±?j?*©SEAP?gtt£Reporte 
r Assay Kit-SEAP (T0Y0B0, Osaka, Japan) £fiJJ8UTKitfc|B«©#i£fcftoT 

^Tft&mnMm& (HAigtt) HAS tt&SeVl 8+SEAP/Mt sHNt s A F-G 

wz^mmi/mzffi'pVT^rc (09) „ ^>y;p©^^jpxs48,oo 

0gT45#ffiSSM>L'^ ;^ge&@JRUfctl> Western-Blot tingTMvffc£fiJffl 

fc (01 0) „ iIJ»Mtt*J|©*AK:J;^T, »«at€^©58HJ|*5&f«^ 
T3 £ ifc < , 2 &8^&T£»l/10K:«4>T€?fc 
GfeK09 6] M^»J|#A^;i/X©lfflM$tt (LDH assay) 

«t5«*&W^. LLC-MK2, BEAS-2BR^CV-l«^^-n^n2.5X10 4 cells/we 
11 (100/zL/well) T96well platefc8H?i&*L&. «HfcttLLC-4K2RtfCV-lfc 
ttlOX FBS£^t?MEM£, REAS-2BKl«l(M! FBS£^irD-MEMR£KRPMI (Gibco-BRL, R 
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ockville, MD) <D1 : ll^tffllfc. 24I$«*^ IX BSA&^trMEMT^ 
L Tc SeVl 8+/ A F-GFP^c ^ > teSeVl 8+/M t sHNts A F-GFPM£ 5 u L/we 1 1 XV&M 

Gl^r^^^^^^tfM^l^t^ 10% FBS£^frilScV>&-^;£&l>& 

%m\zm%mz.r£o v^^u^mom^tmmsBWz, ms*^ts%m<D 

m&t$mm6Bmzi&m±fii*1}->7V>?V, Cytotoxicity Detection Kit (R 
oche, Basel, Switzerland) mmLXm\Ztm<D%mz'tt?xnmmm&<Z)l£ 

BEAS-2Bt'^3ViT«, SeV18+/MtsHNts AF-GFP©^M#tt«SeV18+/AF-GFPi[^l 

m&TFx&ztmm-zntz (mn) . ep*>, um^&.Mxx<D2'Anm 
&?0fflMiz£&mm$w&<DMmtte^t%imLtzo 

ugtm^mzmuA \z^x2 ^mm^m ttt-otctti-x&oi-m* 

m^&mz, mBfDmm^mmZ'D^Tm^rc. &SeV (SeV18+GFP, SeV18+/A 
F-GFP, SeV18+/MtsHNtsAF-GFP) mC-MMJi&fc^n-^nJi^U 32t\ 37"C^ 

wtzzx:7;mmis2Bmzm$ifc*mm LT&«fe£rrofc 0 ft&m&mT 

mt\\V4VX\5^-mmMLrco PBST3[hI&#^ 2% Goat SerumSXA). \% Triton^ 
^tTPBS^TSiai^P^Blocking^ffo^c HSPBS-e3[Hlgfe^ 2% Goat Serum 

(loug/natfimm xmzoftmBn&vrco pbs-?3hj&^ 

, 2% Goat Serum^-g-tT— ft&ifa&W. (10#g/iL Alexa Fluor 488 goat anti-rab 
bit IgG(H+L) conjugate : Molecular Plobes, Eugene, OR) X*MV nfrmRj&h 

tc, mmzmxz^^ mytrnwimyxm^tzo ^^mmrv, wmm& 
£#T£sevi8+GFP-e&, miLtzttnvumz&^xhMMmmxvm&oim 
mmmm^ntz mi 2) „ z.(D^omm&<Dmmmizmvx\m\zm^n 

X&V (Yoshida, T. et al., Virology 71: 143-161 (1976)) , t*U^->^© 
Wil% : &KV!kVX^Z>t^Z.ZnX^%o Bp-6SeV18+GFP{C*ViT«, fttlO^K: 
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S£<h£^LW3£#;Le>nSo -#SeV18+/AF-GFPTl;£, SST^^TMSfi 
OM#^@S^M/!>t^o M®'e«FRr^HN®a©^n^n©CytoplasiDic tail 
t^UT, »M^ft-T5£#;ie>nT£D (Sanderson, CM. et al., J 
. Virology 68: 69-76 (1994), Al i, A. et al., Virology 276: 289-303 (2000) 
) , SeV18+/AF-GFPT«^©-^0Fga^^LT^^^>, m&<DW)WtZ&m 
\sT^Z>t%Z.t>n2> a SeV18+/MtsHNts AF-GFPT^-?-©^#^5i< liST, 

ztch $ xm e omi£ \z%nmx. ^mz 2 frmmttM'pizmt-o tcb® 

[mmM8] 2W&im^wm**~X2±oms (2) 
Mmmz&tf%tem&<Dnm.ftm&%: «fc Duani^^i:, 

—MM (MRC1024; Bio-Rad Laboratories Inc., Hercules, CA) IZk&BffiZ 
mmhfc. SeV18+SEAP/AF-GFP^^SeV18+SEAP/MtsHNtsAF-GFP^A-10m (rat 
myoblast) \Z^n?tim%kL (m.o.i. I) , 32V^mTCX^0%skm^tiHSEU 

t^«u 1 uma$2 Brnzmm^Rismmm^mm VT%Mm&%ffi fc 0 

%llst£**y~)V%mM'CT?nfrmmi£Lt£> nST°m$i&'&. 2% Goat Seru 
m, IX BSA&tAUSi; TTiton*^$sm®m?&U\mffl7uy3r>tf%fiofco 2% 
Goat Serum£-^tyM©-:&ta#^ (10^g/mL tfttfttt) T37 < C30#f B [ 3MJ&U H 
\ZM<D-'A$ifc®m (Ug/mL iaHNK^ (IL4-1)) T37 e C30^^bfCo PBST 
30«fe^, 2* Goat Serum^tf-^frL#^ (lOjug/mL Alexa Fluor 568 goat 
anti-rabbit IgG(H+L) conjugate RtX lOMg/mL Alexa Fluor 488 goat anti-m 
ouse IgG(H+L) conjugate : Molecular Plobes, Eugene, OR) TsMVlSftfflKJfoL 
fc. PBST3|hI»^ M^^fe-r§fcfefcl/4000^«LfcTO_PR03 (Molecular 
Plobes, Eugene, OR) &»^3fiT'15^TO«b> ^IC^Tfe^^A^fcfefc: 
, Slow Fade Antifade Kit (Molecular Plobes, Eugene, OR) (O^^fcg^U 
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m&tfBm&<D%ft%7F;L, &WLx^z>m&\z\$n&izm-ztiz> a s 

fcS*fi*fi35iftLTVi507?irfe*«gn?*S. SeV18+SEAP/AF-GFP0j§£fclu 3 

MgeRtXHNge©^«E*t«*$nT^*. -#SeV18+SEAP/MtsHNtsAF-GFP©3|§ 
Mia^<!:t>fC=S-geg<3D^ft{iSeV18+SEAP/AF-GFP©JS^tJt^^5&^ 

ed«t5^±fc^fllU, KSIia/hf (microtubule) ©^frftttifi (ffctoS 

£^§£ nUommm 6> ftT * D , #{CSeV18+SEAP/MtsHNts AF-GFP»«l;i 
&^T\£, HW&OMMft%mzmmiBW:t^ttf£z< (014) , -e*l-£tl© 

s ^ tot l t v» -5 t&Twm® js 

£fz, SeV18+SEAP/MtsHNtsAF-GFP^^32t:T^*Lfc^ HW&tfm^ 

ommizm^rnxm^nx^^ mi 3) . jtRicft/hff®H#*K9rr&& 

it&m^ito SeV18+SEAP/MtsBNtsAF-GFP^A-10fcm.o.i. 1 TS8fe&, E^fcflft 
a-alit^T&S colchicine (Nakarai Tesque, Kyoto, Japan) colcemide 
(Nakarai Tesque, Kyoto, Japan) 1 #M SfebnU 321CT?«§lbfc. ft 

^^inb^v^^ MM««/h«8^aBfc$fc#fc£^i,fc (013) o\z 

xmosnit (015) . commit. m&*<o%im&Lith<Dfr&wmm 

\Z5LP>tl2>> SeV18+SEAP/MtsHNtsAF-GFP»^32rT*^#bfe^©M^e«, 
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ZfctblZ, SeV18+/AF-GFPR^SeV18+/MtsHNtsAF-GFP©M^^;UXlCOViT, A 
SfeftOMgfi CfttfHNSa) (Dm&MMzftt&fflt'l^MM&UM (colchicine) 
£>i*#£®l^fc. SeV18+/AF-GFP*^ttSeV18+/MtsHNtsAF-GFPSA-10fCn.o.i. 1 
"WWfeft, j|[«lCltta'&Win?**colchicine*»«* 1/iM *JDU 32*C#V> 

i*aja«E£«*Lfc. j|g*&ig i 6 fcw-r^ Pi^^;v^*»iBte*K:S<H©s* 

£^Lfc 6 BPS, ^^32 < CT^«bfc»'&«®l 5 fcB«Kl***«ttl««ii 
#ittli$nfc. SeVl8+/AF-GFP©4§& ! kM aa«tt*£fc##UTV>*flI 
UttA^^nfc. 35fc* 37t:t^^T«#^SeV18+/MtsHNtsAF-GFP^»lf§^ 

jEfcFRTjHNg a <7^W6ft©Cy t opl asmi c taiUd^bfe^ (Sanderson, CM 
. et al., J. Virology 68: 69-76 (1994), Ali, A. et al., Virology 276: 28 
9-303 (2000)) X'W^mz^-oX (01*.«3r**»©«fc3 fe^-^— aafcts^ 

ux) «ft£^»u jBiaaiiB^^Lifc^^a^sn*. ssi§ft^ 

StubulinttSeVOfeJ? • ««fiHtfcW^U • timS* 
nxfeD (Moyer, S.A. et al., Proc. Natl. Acad. Sci. U.S.A. 83, 5405-5409 
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(1986); Ogino, T. et all. J. Biol. Chem. 274, 35999-36008 (1999)) , 

m^o^mim (tfcttUvv&tiTS.) •e^jasnat^arcs* 

. SeV©gg«refcSFl-R strainM^? fc****LW*#, 
a/hfPSSEflS^^T, Fl-R straiiiCDlMSOttttfcttSbfe^tt^**^*^^ 
TVi*fc#A6nTVi* (Tashiro, M. et al., J. Virol. 67, 5902-5910 (1993 
)) . tobnlinlC»ofciaa©IB»W»ft«3rr*^i^ *ttWfl©» 

l*#tti*P). SlWtLT, IWSWBfeSerCRISafnT^atte^flKi (Bossow, 
S. et al., Negative Strand Viruses 2000 P157) &ht\Zhtt&&%?T~ofto 
^ROxIf-f >«&<Z> 2 «fcOl>Tfrofc. i»m&±BB#tt«lfeSeVa>#*rT!EI£ 

^«Abfc 0 JM*Wfc«, P(E86K), L(N1197S/K1795E)&tfP(L511F), KN1197S/K 

1795E) 02S^T^§ O ^nscxs^^rra^^^fc^s*^ te-w 

i)^n^n\/i-\/W^\n-\n\Z.W>V, virus release«&l*fc*T?a&I>l'W 
fc£$g^£ftTV>fc (Bossow, S. et al., Negative Strand Viruses 2000 P157 

) o 

mL-tyy-i?* )VX£&¥ / AcWi (pSeV18+/AF-GFP : Li, H.-0. et al., J. 
Virology 74, 6564-6569 (2000), WOO0/70070) *SalIRtfNb.eIT3fMbLNMt£ 
ttlSttJRfr (8294bp) &EIJKU ^^VMk^mhTT)^^a-->^ 
1M hZMAlsfc (pSeV/ASallNhelfrg-MCS©**) . T^fi'a-^^W 
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hMAlZ&RVfc&j&j-VdcDMFM (5*- tcgacaccaggtatttaaattaattaatcgcga 
g-Z'/WM^: 17, 5'-ctagctcgcgattaattaatttaaatacctggtg-3V@3^J#-*t 

: 1 8) ^bfcpSeV/ASallNhelfrg-MCS^fflViTLa^^C^^A 
£frofc. ^g^A{CteQuikChange™Site-Directed Mutagenesis Kit (Stratagen 
e, La Jolla, CA) £fiJ/B tTKitfCfBm©^^oTfTo7Co Ut£^©N1197S 
0^SA£&fflLfc-&fifc*U ^<73E^J« (5*-gttctatcttcctgacTCtatagacctgga 
cacgcttac-3V@B^J#-^ : 1 9, 5' -gtaagcgtgtccaggtctataGAgtcaggaagatagaac- 
3VIH5iJ#f : 2 0) , K1795E(Z)^M^A{C^t^^'JzfCDE^J« (5'-ct 
acctattgagccccttagttgacGaAgataaagataggcta-3V@B^!J#-§- : 2 1, 5' -tagcctat 
ctttatcTtCgtcaactaaggggctcaataggtag-3VK^J#-5§- : 2 2) P3t£^ 
«M»Ate, pSeV18+/AF-GFP^SalI/NheITimtLT|HliRt7cP»W^tJ7 
^^>h (8931bp) ^Litmus38©i^l7--r h^^-fdr— ->3>bT^IC.nTV^L 
itmusSall/Nhelfrg AF-GFP£fflV>TfTo7£ 0 PalW^ESeKcDig^AiC^ffl L 
fc-^^^-'J ^©§H^J^ (5' -caagataatcgatcaggtAaAgagagtagagtctctgggag-3' /@E 
^|J#-^- : 2 3, 5'-ctcccagagactctactctcTtTacctgatcgattatcttg-3VIE^J#^ : 
2 4) , L5U¥(D%gmA\Z®imLt£&J&7i-V3(Dmm$ (5'-ctcaaacgcatcacgtc 
tcTtTccctccaaagagaagc-3VSHJ!J#^- : 2 5, 5'-gcttctctttggagggAaAgagacgtga 
tgcgtttgag-3V@B^iJ#^: 2 6) T&£ 0 rAfc^z^n^tl-fr 
ffi<Dg;m&1it%'7 ; 7XS.l ; (LitmusSall/Nhelfrg AF-GFP) ^Sall/NhelT^b 
VT®$LLfcy7>f*>h (8294bp) t, £fc, Cr^fc^l^ftS 
(pSeV/ASallNhelfrg-MCS) £SalI/NhemmbbT0iKLfcUie^ 
Sr^77^>h (8931bp) ^^-f^r— > 3 >LT, pSeV18+/P86Liut • AF-GF 
P (P(E86K), LCN1197S/K1795E) O^Z^irZ) &tfpSeV18+/P511Lmut • AF-G 
FP (P(L511F), L(N1197S/K1795E) ©^H£WT£) ZMmLfc (pSeV18+/PLmut 
AF-GFP tmfitZ) o 

n\z. &imfc?%mm<Dfem*fio&\z, Mi7;p*'j*x7 7^-t' (s 
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EAP) »fc^£3&«L&cDNA0lgigkfTofco BPS, SEAPS»©T»St«lfc->^ 

i-)i-ft&mm-mf& i s?i-)v* : &?%sEPpmt 1 r (wooo/70070) zmirrnvmL 

(1638bp) , pSeV18+/P86Lmut • AF-GFP&tfpSeV18+/P511Limit • AF-GFP<Z)+18fe 
©NotliM htm^^Co ^tv?ft, pSeV18+SEAP/P86Lmut • AF-GFP, RtfpSe 
V18+SEAP/P511Lmut • AF-GFP <hb7co 

1 0 ] wmmmsey<DmM*?/L^MALttx&mw(DmM&tm^ 

iVXOnnmmZtDm^ (Li, H.-O. et al., J. Virology 74. 6564-65 
69 (2000), WOOO/70070) fcfeTfjSfco WM (ttWfOtPJ 2 \ZWM^ 
^frofc |^^T^Sbrc^^^;UXM^>^-r^-fiSeV18+/P86Lmut • A 
F-GFP, SeV18+/P511Lmut • AF-GFP, SeV18+SEAP/P86Lmut • AF-GFPRtfSeV18+SE 
AP/P511Lmut • AF-GFP Wtl^ft, 4.0xl0 8 , 2.8xl0 8 , 3. 7 xl0 8 R^2. OxlO 8 GFP-C 
IU/mL (GFP-CIU©^&WO00/70070K:fBfc) T'&ofco 

1 1 ] wmmmsey(Dmm^/i^mxLrz¥x^mseY(D 2 ^ms^ 
„ ;l©p#, sevi8+/AF-GFPt©it!ii$fTofco mmjj&<DWMi*±m®nmm 4 

fcfB*ibW3^\ fTOcfBT^ 6 well platet^lvrn >?;Kl> h fcitm 
^-frfcLLC-MMJ&K:, lxlO 7 CIU/]«V>te5xl0 7 CIUM©g-<^ ;K*}§i&£lwell 
&£Dl00//L£gjU)nLT (^n-^n, MOI lsfc^teMOI 5) immm%th. MEMTSfe 
mk> 1 well^fcDlmL(Djfilf»^^^V^MEM^ftlbT37t:^*Lrco lSSfc 

HAffitt©$J£&Kato£©;fri£ (Kato, A. et al., Genes Cell 1, 569-579 (199 
6)) ) fCfcTff-pfco %&(D96ft7U- h£$JBU >5^wiM 

WKPBST^mb&well 50/zL©2fgf&§^J£f£gbfc o -^©SOwLfclKiftgfcPB 
ST^L^c-^hU^Jfil (nXWt, Tokyo, Japan) 50ML£*g-&U 4*0 
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moi wmmhTzm^Moi sT*mkLttm&%, mrsL^mmmmsevomm^ 
mxLrz^^~(Dmmmmi!U2^ntiin.^mfim^m<}>vx^rc mis 

«££^T, SeV18VAF-GFPgS3&MT«:&* I: 2 ifcttfflfcfr?*^^ W 
StfncftUT, SeV18+/P86Lniut • A F-GFP^: t^SeVl 8+/P5 1 1 Lmu t • AF-GFP^,« 

Ttt, *©«^jwa^£*t^ ^m^ps^l^o^m^a^^o 
mmmwrnzm lx\z. w-mm\z#\,*xsevmmmmtii$mtzMmMwms 

X. P/L^©Xg&A0fcV>F#$c3!SeV (SeV18+/AF-GFP) £&fflb£ 0 
©Mtt||JfiM6tCl2«LTUS 0 ffimm?£, CV-liSfflM2.5xl0 4 cells/wel 
1 (100/iL/well) T?96well platefc»£#*Lfc. #*fc«:lOX FBS£^tfMEM£ 
fcfflbfc. 24l$fH|J&*& IX BSA*^tWEin?#3RbfcSeV18+/AF-GFP, SeV18+/P 
86Lmut • AF-GFP#WiSeV18+/ P511Lmiit • AF-GFP»tt*5ML/wellT?*JpbflR»! 

fee 0tl:^i±i^>y'J>^L < Cytotoxicity Detection Kit (Roc 

he, Basel, Switzerland) *¥(IffiLTKittc|Hli©^rftfc^^TJBIllS«*tt©3£* 
Sfrofc. SeV18+/P86Lmut • AF-GFPRtf SeV18+/P51 lLmut • AF-GFPCfcUTSeV 

GFP«m^«w r> > h bfeo mxfL^mmmmse 
v<Dmm*mxvr£zim<D*2?-<Dmmcv-mMxG¥?MmRm®mm&2n 
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(020) o a-mmmevmm&&mf3.Mmmwz%im<, mmmmiz 

mmm cmoi io) w-mM<Dmmm&tfbB'&<D&ftmwm&m*m2 i k 
^mh^z.tf)m%mz%mm^nrc a mz, sevisvpsiiLmut • af-gf 

SeV18+/P86Lmut • AF-GFPMSeV18+/ P511Lmut • AF-GFP© 2$.Mtil%L^WP 

Mil (^n^ni/4-l/8KXft/2-l/3£#& : Bossow, S. et al., Negative Stran 
d Viruses 2000 P157) \zUmt2>*im&ifi&Z>* ^(Dm> 3fc¥ • &M<Dtiffl\Z «fc 

©-O^tSiifcftS. ^Z\X\ Jt^«SeVCDE^J^P/L^SAL7cSeV^ 

?2-\z^Tbmmzsm&fc : f'*MALtzb<D%ftML, &%mm**>osE 
M>mmm&mmm\z$mhtco 
mm^m<Dmm\tmmms \zmmbT^^>o mmzmtt. scvis+seap/af-gf 

P, SeY18+SEAP/P86Lmut • AF-GFPRtfSeV18+SEAP/P511Lmut • AF-GFP&LLC-MM 

iafcn.o.i.ioT?«ft«, mmmz amm'mz) mm±mzmwv, ±«4>©sea 

Pi£'l4£Reporter Assay Kit -SEAP (T0Y0B0, Osaka, Japan) SfilfflUTKitfctB* 

<D%mzvt-=>Tft?tzo sEk?ftmmz±x<D'<t7?-r$Tut/vamctz?tz ( 
022) . mnmmsev(Dmnz?/i^MALtz^2?-x%%Mm®i&T 
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SEAP»^£fg«l/fc&^^-fc^Tfc> &%mMfre><0 2£.nm 

2 3) . PA^©^»l»X©a*3^«fcORI**nTVi*i:W*fSn*. £fc> m 

eV(DE^J&P/L^Abfceiil?««^0Mii^M^$nfe (02 4) . 

[MM 1 4 ] IBfia8Stt3ESR«PA*JI©ll#** -rSF^^SSeVy 7 AcD 
NA<Z>«IH 

Hfcz^cttmiiwiw (&t«Bi!ai»*tt»p) ©$*#»sn* 

ffiM£tea5&T**6ffiS©g£ (M:G69E, T116A, A183S, HN : A262 
T, G264R, K461G) Rtf&ttS3feSeVft*©£g (P : E86MW*L511F, L : N1197S 
, K1795E) <D&mmM<D&m%&?Z2Wm<DVX.<kMSeV'*&*>- (0 2 5 : Se 
V18+/MtsHNtsP86Lmut • AF-GFP, SeV18+/MtsHNtsP511Lmut • AF-GFP) ©$t^£fr 
■ofto 

-T^^;i/X^^^-yyAcDNA (pSeV18+/MtsHNts AF-GFP : m&M 1 #B8) £Sa 
lIR^eIT??BftbP*^£'&tr:7 7^*>h (8931bp) SLitiras380p9*!M h 
>a >LT#6tl3LitmusSalI/NheIfrg MtsHNts • AF-GFP£JB^Tfx 
ofeo $mmi\zmm<D%&Vft\,^ m&TVmMD&gMMZft (5'-c'aagata 
atcgatcaggtAaAgagagtagagtctctgggag-3'/@E^J#-^- : 2 3, 5' -ctcccagagactcta 
ctctcTtTacctgatcgattatcttg-3VE?fl## : 2 4) ©BB?!l ©-&/&* U ^f&^ffl b 
, L511FCO^^SA{C^ (5'-ctcaaacgcatcacgtctcTtTccctccaaagagaagc-3' /@2^<J 
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#*§■ : 2 5, 5'-gcttctctttggagggAaAgagacgtgatgcgtttgag-3V@B^J#€- : 2 6 

H (Li tmusSal I/Nhel f rg MtsHNts AF-GFP) SSall/NhelT^b 
LT®JRbfc7 7^>h (8294bp) *JSffi|n?»»l/fc, L«^?fC 

rSrjft<Pj£S£Wf*:/7*$ H (pSeV/ASallNhelfrg-MCS) SSall/NhelTM 
LTI§ | JKbfcL3t^££tr7^*>h (8931bp) £^-f y-^a >LT, pSeV 
18+/MtsHNtsP86Lmut • AF-GFP (mM&£&&gRXfP (E86K) , L (Nl 1 97S/K1 795E) 
&.tfpSeV18+/MtsHNtsP511Lmut • AF-GFP (j&aaRgtt£MR 
l*P(L511F), KN1197S/K1795E) (Dmg&ICt 5) £$f^Lfc CpSeV18+/MtsHNtsP 
Lmut AF-GFP . 

Mfc. JWEte : H&S*©«*fT3*fc, #&S7;k&U*X77*--t? (S 
EAP) ®^^^«b^cDNA©m^feffofCo Wt>, SEAPjie^©T^}C$|jh->^ 

^;p-^ffiffi^j-«'>^;u^^fr§sEAPK>Tr (wooo/70070) snouted mi, 

(1638bp) , pSeV18+/MtsHNts P86Lmut • AF-GFPRtfpSeV18+/MtsHNts P511Lmut 
• AF-GFP©+18ft<DNotItM' h\zM.&&fu1£. tt^tl* pSeV18+SEAP/MtsHNts P 
86Lmut • AF-GFP, 2WpSeV18+SEAP/MtsHNts P511Lmut • AF-GFP £ Vfc* 

tmm 

y^frXOimMtftimbom (Li, H.-0. et al., I. Virology 74. 6564-65 
69 (2000), WOOO/70070) tCfeTff-sfc. mtt*m*0&%092 fcffi*©* 
STffofec ^}*-e^SL^^^;i/XM0^-r^-«SeV18+/MtsHNts P86L 
mut • AF-GFP, SeV18+/MtsHNts PSllLmut • AF-GFP, SeV18+SEAP/MtsHNts P86L1 
ut • A F-GFPRtKSeVl 8+SEAP/Mt sHNts P511Lmut • AF-GFPT^n^tU 8.6xl0 8 , 4 
.2 xlO 8 , 1.7 xl0 8 Rm.7xl0 8 GFP-CIU/iL (GFP-CIU03t*ttWOOO/7OO7Ot|B*) 
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. Z(Dm. SeV18+/AF-GFP£<Z)Jfctfc£fTo£ a mft^j*CD»JBtt^»fl4R«* 

mmi i\zmmvx^^ mmzmrt, 6 wen v\&ie\z&^xu>y)ix.> 

b\zmm^^TcllC-m2mm\Z, lxlO 7 CIU/mL]^te3xl0 7 CIU/mL©#^^*;i/X^ 

^&iweii&7cDioo/zL£»LT (^en-?n, moi msv^oi 3) lmmmmv 

, imrcm&&, 1 well^fcDlmLOJlii«^^*f £ j:ViMBM$»LT37t:-C ! ^*L/fe 
o lB«£iJ->:/U>^U 1^>yU>^tt<^ifiim^S^^ift^MEM lmL 

HA^tt0S'J^(iKato6©^ (Kato, A. et al., Genes Cell 1, 569-579 (199 
6)) ) izm^m^Tc. 1P"£> A&(D%ft7U-h$:@.mL, V J )V%WL*&m 
WtPBST?^ Lowell 50/iL©2{g#!^J£fl5§Sbfco ^©50 uUZYmmzn 
ST-%%lLtc-y bU^#Jfil (njWW*. Tokyo, Japan) 50jiL£*g£-U 4t: 

moi lT^tfc^^Moi 2T*mmLrzm$b, MiStt^MMs© 

M#^W-r-5F^MSeV^^^-0^MH-e«^S©^ViF^^MSeV (SeV18+/ 

af-gfp) (Dmmmm£fy%2frticmttmi>m'j>LTWc m2 7) . s e 

V18+/MtsHNts P511Lmut • AF-GFPfc^Tte, P/L^£>&l>SeV18+/MtsHNts A 

F-GFPck K>hi£*>\z2 &m&wm'>u v/i^mmx\z£z>mnmu$}%:f)m 

mZtltzo fit, SeV18+/MtsHNts P86Lmut • AF-GFP££^TteSeV18+/MtsHNts 
AF-GFP J; D t> 2 WfofttitfM&mtn U Z\ <DM&itmbQ&)%}%:&Wimi5 ttftfro 
fc. 2^{li^0^It^am^iCi^nH SeV18+/MtsHNts P511Liut • AF-GF 

m#mz&tiT^z> tmmznfzo 
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Tx P/L^©S5JMIA0&W&£S!SeY (SeVl 8+/ AF-GFP) , 

*#TSSeY (SeV18+/MtsHNts AF-GFP) RtfP/L!fc£®*£#T* 2g©SeV (Se 

V18+/P511Lniit • AF-GFP, SeV18+/P86Lmut • AF-GFP) SftEUfc. mWj&(DU 

mitmmm6Rzsmmm 1 2 kibbut^s. wtt3t<t, cv-ittja*2. 5xio 4 

cells/well (100/iL/well) T96well platefcflMfiSHILfc. JgfUfcrilOX FBS£ 
SeV18+/MtsHNts P86Lmut • AF-GFP3£W2SeV18+/MtsHNts PSllLmut • AF-GFP^ 

m%5(iLtoux*wtoLm%i2^ mfmvj)\s7M%^t3%m*m%, fbs£^ 
£&v> Mmmzw%$ktt. mm3 nmzigm±ffiZ'*)'>7v >?v, cytotox 

icity Detection Kit (Roche, Basel, Switzerland) SrfiJfflLTKitfCfB^©^ 

tz&?xMm&em(Di£&&ft-Dito ummg&^mzmA.Tzztx (sevm/ 

MtsHNts • AF-GFPK&^T) » *Sig«O*Hia«#ft0»^S t), P/L^H£>» 
AI-^eitT (SeV18+/P86Linut • AF-GFPRtf SeV18+/P511Lmut • AF-GFPfc:j3U 

t) mmizmmm&vmumm-istix^z^ z\<Dm%%m&£t> j &%z.t 

X (SeV18+/MtsHNts P86Lmut • AF-GFPRtfSeV18+/litsHNts PSllLmut • AF-GFP 

&^x) ttMizmhmmteMMmm&ommmi&znrc (028) . 

SeV18+/MtsHNts P86Lmut • AF-GFPS.meV18+/MtsHNts PBllLmut • AF-GFP Kit? 

Hi^©Mfi»J 5'&^li 1 3fc!B*LW*. fWfctaTi:, SeV 
18+SEAP/ AF-GFP, SeV18+SEAP/MtsHNts P86Liut • AF-GFPK.tfSeV18+SEAP/MtsHNt 
s P511Lmut • AF-GFP^LLC-MK238HJ!§fCMOI l^>ttM0I ZXm%k'&, mft&JiZ (24 
H#Mfcfc) #H±?**iaJKU ±ff4'©SEAP?gtt£Reporter Assay Kit-SEAP (TO 
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YOBO, Osaka, Japan) £fWbTKitfc|B«©^fc^^TS9^bfc« Ml: 
&teT%mm<D&T&m&\Z&&'ZftZ%<D<D* SEAP«t£llte:£T©^*-ra 

T*tet/v£mtcot£ (029) . mt>. sft«g«aeaR«PA«ji©ii#&5i 

«SSiBUfeSSI±t»'f©LDea&feSbfc. SEAP»fc^©i&«©fcV>^ *-©«£• 

(Dmrntemmtimmzntc (03 0) . 
mm\zmi&fc?zxfkvrzm!kmiL>y'(v<{)vz£&ysj±cWh (psevis+ 

/AM: WOOO/09700) ftfOTLfc Hlfg©X*-£ft0 3 1 fc&Lfc. pSeV18+/A 
M©10tffcaS&£^t?BstEII»fJT- (2098bp) ft, ¥ J&Sall/XhoI^^^-f V—*/ 
a >LTEcoRVf§i^ftft^£L7e:pSE280 (Invitrogen, Groningen, Netherlands 
) ©BstEIIlM h\Z J &7>7U-->>fht£ (pSE-BstEIIfrg©*^) . GFPjtg^ 
^WT^pEGFP (T0Y0B0, Osaka, Japan) £Acc65IRIflEcoRITMU)NA bluntin 
g Kit (Takara, Kyoto, Japan) T©5' 5ftS<7M ill infc«fc D*S©¥M^ff V» 
■ EcoRVT??8{t&BAP (TOYOBO, Osaka, Japan) ^gftfrofcpSE-BstEIIfrg^:/ 
7 n - ~ >^L£. £ ©EGFPitfc^ft^tfBs tBI 1 7 7 ^ » ft t> t ©pSeVl 8+/ 
AM£MU M^^MtCEGFPjt^^MLfcM^MSeV^rVAcDNA (pSeV18+/ 
AM-GFP) ftltfgLfco 
mmn 2 O ] MRl*F*&S[SeV$V AcDNA<D$S§ 

Tffiffi«©*fg©*3r-AftB3 2«bfc„ F^fiM£k:EGFPa^Sflf«L/ 
feF^^-fe>^-r7^;U7x^SyyAcDNA (pSeV18+/AF-GFP:Li, H.-O. et al 
., J. Virology 74, 6564-6569 (2000), WOOO/70070) ©Nael^Jt (4922bp) ftpB 
luescript II (Stratagene, La Jolla, CA) ©EcoRVlM h \Z^r^i7 u—~>V\s 
T$l^ L fcpB 1 ueNae I f r g- A FGFP ft m ^ TMjtfe^© ^ ft ff^ . MS^^E^© 
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ragnent #6n£fcS <fc "5 fcP®£^S^£ApaLII&I$ia^J£SALfco ^g&A&Qu 
ikChange™ Site-Directed Mutagenesis Kit (Stratagene, La Jolla, CA) £M 

agagtcactgaccaactagatcgtgcacgaggcatcctaccatcctca-3' /Mfitf&^j : 2 7, 5 
'- tgaggatggtaggatgcctcgtgcacgatctagttggtcagtgactct-3'/@B^I#-^- : 2 8) 
Tr&So ApaLIT^^mbb (3TC, 5#) , QIAquick PCR Purifica 

tion Kit (QIAGEN, Bothell, WA) "rHiRbfc^©**^^ ^-^3 >&ff ^fc 
« QIAquick PCR Purification IinfDNA£®JRU BsmIRt*Stun?*8flS&D 

Ma^BW&MLTmfe? £^£LfcDNA (pBlueNaelfrg-AMA 

FGFP) £Wfib&. 

M (X.Z$FmfcT) ^^LfepBlueNaelfrg-AMAFGFP^SallWApaLIT^b^ 
ffV\ M^5fea5fi&^tt7 7^>b (1480bp) %®W.Ltc 0 -^"epSeV18+/AF- 
GFP£ApaLI/NheIT?mbTM»^£^tr®W- (6287bp) SrUPKU u©2i© 
K>i-^Litmus38 (New England Biolabs, Beverly, MA) (DSall/Nhel+r-f h\Z*y? 
Z7X3——>ifhtz (LitmusSall/Nhelfrg-AMAFGFP©^) . LitmusSall/Nhelfr 
g-AMAFGFP^SalI/NheITmtTHIiRLfe77^>h (7767bp) £fcpSe 
VI 8+/ AF-GFP£Sal I/NheITiBfc LT0JR LfcMRtttN«tfi^*^*& V> 7 y 9 

%>y (8294b P ) $7-ry->-3>bT, mm^fc^K*: v^vxik^mzE 
G¥?^^mmvtcmi^x^m^y^04)v^^yMdu ( P sevi8+/A 
maf-gfp) ttmmvrco mmLftm&M <itxwttf9X*m) v^^omm* 

T-A&mmhTco S®r>XxA«:Cre DNA U U >\£j— feffcefc D 
9ff8Si'5«k5K:ISth^nfc^ , 7X$ KpCALNdLw (Arai, T. et al., J. Virol. 
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72: 1115-1121 (1988)) £?lJfflbfc%©T&D> V^SO^M-fflM (LLC-MK2/ 

F7«) ^mfDmizhm'y^^mmhx^ ai, h.-o. et ai., j. viroio 

gy 74, 6564-6569 (2000), W00O/7OO70) 0 
<1> M^775H0ii 

S±fELLC-M2/F7«£*iJ/BU |lvXxATC«feT«A£fT 5 £ 

££bfc„ {&U Fjt^SAf^^^tfepCALNdLw/F^neomycinWftjl^^W 

0 3 4 \ZtZm<DX3r-2±T*mfc=? L feM7 ; 7X^ H (pCALNdLw/M : pCALNdLwCDSval 
1M MrMiie^SA) ©neomycin»ttjl€^^hygromycinMttjteTC^^^A 
fe„ BP%, P CALNdLw/M^HincIIS:^coT22nr?mbUMaeT^^^r)t (4737bp 
) £7#D-X«^ft-e#g|> M^-rs;^>F^^JOUib, QIAEXII Gel Extra 
ction SystemTIsl^bfcc HP#fc\ HgpCALNdLw/M£XhoIT3J®r, neomycinWffijl 
e^^S^V^M- (5941bp) MtHincII-eWbl779bp©ifM-^lH| 
iRbfeo HygromycinB-tt at'fe^ipcDNAS. lhygro(+) (Invitrogen, Groningen, Ne 
therlands) ^y->y"U— hthygro-5' (5' -tctcgagtcgctcggtacgatgaaaaagcctga 
actcaccgcgacgtctgtcgag-3'/S5^"J#-% : 2 9) S.t^hygro-3' (5'-aatgcatgatcag 
taaattacaatgaacatcgaaccccagagtcccgcctattcctttgccctcggacgagtgctggggcgtc-3' 
: 3 0) (D2a©^-f7-^ffl^TPCR^tfV^ QIAquick PCR Purif 
ication KitTIaIiRL7c^XhoIS:^coT22I-Tr^'ft:bTMbfc 0 ;ifte> 3H<D#r 
Jf £ y-i x a > LpCALNdLw-hygroM^^M Lfco 
<2) SeY-M (RtfF) M&StS&m-S^rt-jJIMBO* p-- >^ 
h7>X7i^ ->3 >£&Superfect Transfection Reagent ^fflV^n hn — 
;WCfem©:£}£TfTofco gPt3kTF©#&££ofco LLC-MK2/F7tt£5X10 5 ce 
lls/dishT60mmv^ — Hdf#, 10% FBS^trD-MEM-t?24B#F^lg* Lfco pCALNdL 
w-hygroM©5Mg*FBSS:^Si^#lK^^^/^ViD-MEMt^ii!b (^»T150mL) , 
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jft#&Snperfect Transfection Reagent 30#L»ilh nmUWLMmniOftffl 
tmVtCo tStM&* lOXFBS^tfD-MEM^M^linLa^, PBST 1 ®fcWLfcLl 

c^2mm^c(Dhy>xyx.i7^3>m^^misaLito 5* co 2 -f > 

&*§K 10% FBS^^tfD-MEM^5iL»L24ltr P 1ig*bfc 0 ig*^, hU^»TM 
fl^^fiJ^L,, 96weliyi/-hra5cells/welI©f!lD^^T*«b, 150Mg/mL(Dh 
ygromycin (Gibco-BRL, Rockville, MD) Z^mO% FBSAD ©D-MEMT^ 2 Wffl% 
mLfro m-M»eiS^ofc^D->^6weliyi/-h^l?^ig«b^o £ 
© J: 5 K HIS L££-fH 30 9 □ - > \z~D ^TVXVtim £fr i Tco 

<3> sev-M &m w&*mB%m?%^)w^--MM?u-->(Dffim , 

f#£>nfcl3Offl0? u-y\z-D^X. M®a©fgSfi£Wes tern-blot tingT#5£ 
MW^WLfco ; &^P->^6well7>-htfi|^, m%n>7)VJL>V(Dym 
55K FBS^ifMEMTr^LfcCre DNAU 3 >tf±— t? ^^Sill^^T^ 
(AxCANCre) ^Saito^O^fe (Saito, I. et al., Nucl. Acid. Res. 
23, 3816-3821 (1995), Arai, T. et al., J. Virol. 72, 1115-1121 (1998)) 
Tm. o. i. 5T*mm2Htco MVT 2 0TO«m, Jg«±?jf £R££LPBS 1? 1 0Sfe# 
U -fe;^^l/-/1-T«^iiJ^LT«&IUiRLfc 0 HaneafefcDdOl/lOfi 
§7/7-r bTSDS-PAGE^ff ofc^, taMin;ft£M LTM#J 3 SOSA fcfB«© 
^j*T?Wes tern-blot ting^fToTCo 130^7 P->©+TJt^Mgao^*©^ 
^ofc&OKIILT, irEFfcx^ (f236 : Segawa, H. et al., J. Biochem. 123, 10 
64-1072 (1998)) ^iJfflbfcWestern-blotting©^<h#f-&T03 5fcfB^Lfe 

o 

I3I«J2 2] M^&SySeV©^;^?!^ 

M^MSeV (SeV18+/AM-GFP) ©SMI 2 1 tm.<DZ 0->©M 

^MJe>T«bfc 0 IP^, SeV18+/AM-GFP<DP0 lysate^^-^ n->»iinU GF 
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V^T^BELfc. PO Iysate0flSttllifi«2fcfB«©^lC{R^T0«k5fcffo 
fc. LLC-MK2«^ 5X10 6 cells/dish^lO0mm©5>^-I/»#, um&SZkVk. 
, PLWDV-VacT7^^Tmf^^$#fe (n.o.i.2) . M^Jfiltf 

^7^5 HpSeV18+/AM-GFP, pGEM/NP, pGEM/P, pGEM/L, pGEM/F- 
HNRtfpGEM/M£^n-£ni2tfg, 4*ig, lug, 4/zg, 4//gW4Mg/dish©*Jtt? 
Opti-MEMlC®^b, 1/zg DNA/5//L^g^0SuperFect transfection reagent£A 
nTS^L, &fiT15£'WJS*gL *3»Wfc3X FBS£^tfOpti-MEM 3mLtAtl, 
ttMBfcSSJOLTi&fcLfc. 5NFTO*«?f^^^^MEMT2(El»L, 40/zg/m 
L© AraCS.rJt7.5Mg/mLOTrypsin^^trMEM7?^«Lfe. 24B#MJgt6& 8.5X10 6 
cens/dish#7tDlCLLC-M2/F7/A£MU 40Mg/mL© AraC&tf7. 5Mg/mL©T 
rypsin^tfMEMTSf3 2 Br B 137 < C , r^bfco nne>©»IIIS£I§|JKU 
S2nL/dish*fc?)© Opti-HEMfcS»» 3lsISiO3g^.l/TP0 lysate£ 

H»L/t. — ;rei0«©£n->£24 well^-hfcflMT, (5^>7^x>h 
©B^AxCANCre^m.o.i. 5T«U ^^32'CT2 BmttHlsfcMSWL/ 
fc. £©MCSeV18+/AM-GFP©P0 Iysate£&200/zL/wel IT h 9 >^ ^ 
a>U 40/ig/mL© AraCRCX7.5/ig/mL©Trypsin^*Jfil?t?r , B-^^ViMEM^ffl 
(ri32*CT?S*Lfcc #18R^#62©^P->"CSeV18+/AM-GFPtc:J;SGFP®a©j£^ 
QifiW&ZWt (S3 6) . #62©^T^DW<, OT©^fc«d© 

#62*ffifflLfc. SM«H , 3ViTAxCANCre^^Bfi©t)©^LLC-MK2/F7/M62<!:IB« 

mt&ZLt\Z?Z>. LLC-MK2/F7/M62/A^fUfflbTSeV18+/AM-GFP©Si©^^Mb 
, P2©«6 0^t9.5XIO 7 , P4©<S^5 B^t3.7X10 7 GFP-CIU©<^ ;l^£H 

o fcfr £> H ^SeVl 8+/ A M-GFP© ^ w JVX [sJ« "Pit B fcfc o £ *l S 

. SeV18+/AM-GFPfc*ViTMSa*feSSfflia (LLC-MK2/F7/M62/A) *>SH9>XK: 
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cfc5-^<j2:^o^e>nTv^ (03 6) o ^wlv 4 )V7><DmWitfmmz. 

[HM32 3] M^i^^U©4HI 

^©^^;i^7.©^tt©tST©MWt)ffofco LLC-MK2/F7/M62/A£6well plate 

izm^mxmmLfro s«n>^;i/x>b©tt®T'32 , c^ff^-&, i Btfcs 

eV18+/AM-GFP£m.o. i. 0.5T«U ^B#«JCit*±M^HIiKLiTfc^^« 

<yj )vzm®w.2nrc (^37) 0 MmmmeB^^%m^nx^^K z. 

nantzo mt>, vj)izzm?z\z\mmsB&i£.x<D%m±m*®w-?'<- 
%x$>z>t^xt>nz>„ 

SeVl 8V A M-GFP© ^ )VX MfcT £RT-PCRT, t> 4 )\s7M& £Wes t ern-b lot tin 
gT«Lfc 0 RT-PCRteP2£>J§^6 B^P^JK^fiJfflbfco 
©RNA©|HliR^QIAamp Viral RNA Mini Kit (QIAGEN, Bothell, WA) ^TOU i; 
fccDNAl^teThermoscript RT-PCR System (Gibco-BRL, Rockville, MD) 
hX. M^r^tfelliltO^n hn-;KCfB«O^Tffofc 0 cDNAMUt 
©^7- fcte^y h«#0random hexamer£l£Ji! Lfco RNAjfc£<Djg 
tl*e^SC:i©5iMi:LT, reverse transcriptase<DW&tei^MJS'£fTofco M 
&L-fccDNA^x>^l/-hibTPate^±©F3593 (5'- ccaatctaccatcagcatcag 
c-3Vffi?>J## : 3 1) iF®fe^F±©R4993 (5'- ttcccttcatcgactatgacc-3V 
@B^!I##: 3 2) ©la^^iii, Ir!D<P}H5^±©F3208 (5' - agagaacaagact 
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aaggctacc-3V@B?U#-*t : 3 3) tUmoU^h^O 2aTPCR£fr oTzo SeV 

bp&t£l458bp©Jii|§#S|$il£tlfc (03 8) 0 reverse transcriptase^ (RT- 

(pSeV18+GFP) ^n-?ni400bpRm785bp^CDTH^e)^^^:#$^ 

Westem-blotting(CJ;Oge»?)©TO^fT-pfcc SeV18+/AM-GFP, SeV18+/ 
AF-GFP&tfSeV18+GFP£m.o. i. 3TLLC-MK2£^U ^3 Q^fC^*±tf ilH 
M£HJiRU ^*±««48,000gT45^S^UC7^;^S^^lEliRbfco SDS-PA 
GE^, Western-Blotting£frK #lM#l#:, KFft#&tf±fcNPg6£Mirr£DN- 
mW h^U^P-^-;W T^aiLfco MF!l3RZ>*HJ£^4{C|B«CD^ 

&Tfr o 7c» SeVl 8+/ A M-GFPJi^MT&M® G tfftffl $ nTF^c V* &NP ttm»J $ 
nfcHt^e., ga»S i foSeV18+/AM-GFP(D«jiT^^e:<h^?i^$tlfe m 

3 9) o £©($, SeV18+/AF-GFP^^MT^ga^mfi9$n-r, SeV18+GFPT 

KLTH SeV18+/AM-GFP(I*3^T}iNP©mS«^#^t^fj:<, -JfcttfflSt^ 

Bfc&Sfcl 2 5 3 M^&HSeV© 2 J^WS^CD^fcH-T *«W*Wf 

H«fcS«±»SIiIJRU, 0.45/im&©7^;i/*-£®Lfc&48.000gT:45#|igS 
toU HJRbfc^w^XSeSfflUTWestern-blottingSfft^ ¥Jt*Wfci&li 
±flf4"©^ ;i/7s 2 S Soffit Mii<J:LTSeV18+/AF-GFP^lHi}C«bT 
m&L1t'&>'7)l,&Wais1t. ^*l^n©^f^J£f£8LWes tern-blot ting£ 

4 0) . ^*>^©HAStttiSeV18+/AF-GFP (64 HAU) fc©fc*rLSeV18 
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+/AM-GFP «2 HAU) T&^fc. 
mm%k&nmffl&iMz?T?fco BP£, SeV18VAM-GFP£m.o.i.3mC-MK2f;:^ 

Tnmmm& <D$$m t & z>idm&*m%. v tern, sevi 8+/ a m-gfps^ji^tm 
MLT^zMmmzzzmmmT^zmmfim^t^mztirzo jek, mm 

5 R'&(D%m±M \Z~D^T, #^:t-y^U^7-AT"&£Dosper Liposomal Tr 
ansfection Reagent (Roche, Basel, Switzerland) &J%^T%kWLfZo fflt>. 
*±ffl00tfL£Dosper 12. 5ML^-&LSiai?10MB^ 6 weli:/l/- Hen 

y y )vx. y v \z%m l^llc-mm^ ^v^yxy^y^syhtz. 2 b mzMft 
mwrnrfrmrnvrcm, -Anm^om^r^sen 8+/ af-cfp^mcdis* 
±ttT«, £<<DGwmmnMfimmznz><Dizttv. sevi8+/AM-GFPjgg«© 
^m±mrim?m^mmim^z\m^vrcti^Emm^nfs:-ii}^rc mi 3) 

mum 2 6 ] FRmmx&msevo y ^ jvxnm^ 

F&mi^&MSeV (SeV18+/AMAF-GFP) OSMH HMf42 2fB*c©SeV18+/ 

Au-GFfonm^tmm^mm^rco mt>. llc-mmm sxio 6 ceiis/dis 
moowKDy^r-wzm^, 2mm%m&. ?iwf-ncn^ummmm^^ 

fz (m.o.i.2) o Mf&&fa?%Z^£fc^imT*mfrLfz&. 7^X5 PpSeV18+/AM 
AF-GFP, pGEM/NP, pGEM/P, pGEM/L, ' pGEM/F-HNWpGEM/M^^Wni2/ig, 4# 
g, 2/ig, 4ng, 4/zgS:^4/iig / /dish©*it"e0pti-MEMtSS^t, Ug DNA/5mL 
ffi^cDSuperFect transfection reagent £AftT?i£-U ^T?15#f B 1ifcM^ 
mmmzM FBS£^tfOpti-MEM 3mL^Atl, LTlgiiLfco 
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&jfo?t£"£*fcV>MEMT2®ifei£U iOfig/isiLO) AraCXttt. 5m gM ©Trypsin £ 
^W^iLfc. 24B#P B 1ig*^ 8.5X10 6 eel Is/dish $>fc 0 KLLC-MK2/F7/M 
62/A£agU 40Mg/mL© AraCW7.5Mg/mL©Trypsin^tfMEM7rMt 2 BPb13 
7 < CT^*bfe 0 £ftS©M£l5IiKU h£2mL/dish&fcD© Opti-MEM 

&mmm&3®mMZ.VTn lysate£W$3bfco -#TLLC-MK2/F7/M 
62/A£24 vell^l/-htcS^ \%\$n>7)VJL> h©Bf fc32"CIC£U 1 Sf^# 
l/fctt£MLfco ClO»tCSeV18+/AMAF-GFPCDP0 lysate£&200ML/well 
Th7>X7x^->a>U 40/zg/mL£> AraC$XP7. 5 £tg/mL<DTrypsin£<a#-lfil?i 
£^£&^MEM£flH*32T;TigliLfc. P0T^a</A^ofeGFP^14«^m^^ 
ftfco PlTfe#^lCllV^J:^e>^D^S^$nfe (04 4) „ LfrU 

^ai^^^#^^tf^^^XM(»:LT«lEliR-e#75:^-s.feo LLC-MK2/F7/M62/ 
A£SeV18VAF-GFPi^V>&SeV18+/AM^FP£^£i*fc^^ Jl'T^J'&T 

mwm^ommnm^ww^x^. (04 5) . f/mm^« (llc-mk2/f 

7/M62/A) *m^. SeV18+/AF-GFP^fc»SeV18+/AM-GFP^m.o. i. 0.5 Hfflk®. 
. 3BTO6BtHt>^J>^U 1/6. 5^07. 5* BSA£jg£L IX 

ttSH^fciJI^ SeV18+/AF-GFPT10 8 GFP-CIU/mL^±, SeV18+/AM-GFPT10 7 
GFP-CIU/mL^±©^^;i/X^tbTleliRBj|gT^ofc mi) . BP^, MRtfF 

Hi 



SeV18+/AF-GFP 1.0X10 8 1.7X10 8 

SeV18VAM-GFP 1.0X10 7 3. 6X10 7 GFP-CIU/mL 
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mmm 2 7 ] sev-FRmi^e ttrnm- §a;w\-m©&& 
iiz-mim/mi/kowm^Jvn-m^Mmhtz.^, wmxtkMsev (se 

V18+/AMAF-GFP) (0^^;i/X^t-?raiKai^^ofCo b^b> F^&MSeV (Se 
V18+/AF-GFP) RZMX&MSeV (SeV18+/AM-GFP) ©W#©S4g/& • 4**^16 
-Vfr-otzZtftZ. m <\ )M-m& ffl b fcCr e/ 1 oxP^ffii 3/ 7. -r A ©S# 

. Cre/loxP55SRS^XxAOfiJJB^*WT?*D^ M/Fpfi*&MSeV©Pi 

&g#&5£Wrb£. 

<1> HR«P38a^^5F©«mi 

^3±fELLC4iK2/F7/M62«&£*iJffl U £©iMI&K:H5';*xAT!0MRtfFat£ : ? 
©S^A^fr5^ttbfc. F«g^APfk:OTbfcpCALNdLw/Fteneomyc 
inBttflt^SWU Mit^SA^-M bfcpCALNdLw/hygroMfcttygromycinffif 

T&D, £ffl4 6 ClEft©* ATFfcfc^Si:/?* 5 K (pCALNdLw/F : pC 
ALNdLw©SwaIlH > h Kaetfirf 1 £A) OneonycinWttJt^&zeocini&ttae^ 
B^m^-feo BPS, pCALNdLw/F*SpeIX^EcoT22ITffifl:bF3te : ?* < &trWf>i- (5 
477bp) &7#P-*«&*»Tir21fc RSr*/X>Hft«IDfflU QIAEXII Gel 
Extraction SystemTIUiKbfco I^B#{3, l^pCALNdLw/FSXnoIT^Itr, neomycin© 
ttatfirfSSSfc^lWt (6663bp) &®JR«, MfcSpeIT»bl761bp©lfrtf-£ 
IsIJ&bfco Zeocinltt£it'g : ?&pcDNA3. lZeo(+) (Invitrogen, Groningen, Nether 
lands)' £x>:/l/- MCzeo-5' (5' - T CTCGAG TCGCTCGGTACGatggccaagttgaccagtg 
CCgttccggtgctcac-3'/@2^J#^: 3 4) K.tfzeo-3' (5'- AATGCATGATCAGTAAATTA 
CAATGAACATCGAACCCCAGAGTCCCGCtcagtcctgctcctcggccacgaagtgcacgcagttg-3' /@B 
3 5) ©2@©y7-l"7— £ffl^TPCR£frV^ QIAquick PCR Purificat 
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ion KitTliIiRb^XlioIS.7jEcoT22ITimbtTil©b7c 0 21*1 6 3®<D$r}t£ 
7^-5/3 >LpCALNdLw-zeoF£fe§lb7c. &lCXhoI fragment"? %$liett&t£ 
^ £^tf ®rtf-£iffi&&;i.3 £ tTpCALNdLw-zeoMSCT b&. 

h 7x^5/ a >{CfJLi po feet AMINE PLUS reagent (Invitrogen, Groning 
en, Netherlands) ^fflV^P Mi-;i/tIE«cD^TrTofcc fin^OTO^^ 
<ho7c 0 LLC-MK2/F7/M62«^5xl0 5 cells/dishT60mm'>^-l/lcM#> 10* FBS 
£^tf D-MEMT?24Rt b 7c. pCALNdLw-zeoF&rJpCALNdLw-zeoM^ft^ftl g 
(mug) ^FBSR73m»«^*^^D-MEM«flb (11*7242 /U) , j*# 
mipo feet AMINE PLUS reagent 8ul&mn. nBQffiLMm.'VlSftffiMmLtt. 
ttcMtii* WLipofectAMINE reagent 12# L£FBS&OT»S£^i:£VM)-MEMf;: 

%%ivfeb<D* mmx*250p.i) mahm.wvi^mtkmvrc a mm®, fbsr# 

ffi£*Jt&£*fcV>D^&M*toLaH*£, PBST 1 ®^LfeLLC-MK2/F7/M62 
»Wa^J10h7>^7x^^3>ii^«**jDLfc. 37^, 5* C0rf>*x.^- 
^-T 3 P#TO*^ h7>X7i^ya >zg^»3rr-5 21 <hfc < , 20% FBS 
$^trD-MEM$2.5mL^Jinb24l^r^aiU7c. #tt&, h U 7 s s>~Cim*Wfil> 
, 96weIl7 p l/-h{C^5cells/well^cV^i25cells/welKDtllD'&V^^b, 500 
Mg/mL©zeocin (Gibco-BRL, Rockville, MD) S^tflOX FBSA O ©D-MEMTi^I 2 
Wm%m VfCo &-<DMMfr *>&&~o 1t# n- >£6wel 1 7>- h £T&*ig*L 

%t>ntcM!7U->\Z-3^T. M®eRlXFSe©5ISS*¥estern-blottingT? 

&?P->£l2well:7V-Mc8KL S«n>7;Px>b 
©ttlBT?, 5X FBS$^tfMBMT#*?t,fcCre DNAU •tf*5fiat"*a*ift 
ATryf^^ (AxCANCre) *Saito6©^j£ (Saito, I. et al., Nacl. Acid 
. Res. 23, 3816-3821 (1995), Arai, T. et al., J. Virol. 72, 1115-1121 (19 
98)) TM0I 5T*«£-#7Co 32^^2 0^*^ i&*±i**BS^&LxPBS 710 
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»U ±)VX9V-K-im&&M1fiLxmte&®W.L1t. 1 lane&fcD £01 
/5SST^7-rbTSDS-PAGESffofc«, iaMK^S.^F*i#: (f236 : Segawa, H 
. et al., J. Biochem. 123, 1064-1072 (1998)) £OTbTWestern- blotting 
Zft-Dtc Mbfc^98^P->O*©9^D->tC»^T©^^04 7\ZtfI, 

fee 

mmm 2 8 ] mmx&msevDyj jvxnm^. ( 2 ) 

M/FM^SSeV (SeV18+/AMAF-GFP) COB««, HIS0!l2 7fB*c©? D-> 
0ff«iS§se>T#i$§Lfco M/FM^^SeVM^(DPO lysate (h?>7>7 

ofco PO lys&te<DmM\tmMM2lZ^<D%mzm^T<D£5\Zft?f£<, LLC- 
MK2iifflJ!&£ 5xl0 6 cells/dishTlOOmm^^i'-l/fCji^, 24P#P^ig^£, PLWUV-Va 
cT7^^TlB#F B 1«$-&fe (MOI 2) . «^Jfil»^^^ViMEMT?^bfc^ 
, FpSeV18+/AMAF-GFP, pGEM/NP, pGEM/P, pGEM/L, pGEM/F-HN&ttpGE 

M/M£^n-£tll2/ig, 4^g, 2/ig, 4/zg, 4Mg&lAMg/dish0*i£TOpti-MEM 
KlJBiSU lAig DNA/5AtLffi^OSuperFect transfection reagent ZAHTMS 
U ^WZlSftm&Wm, M$&$}lZZ% FBS^^tfOpti-MEM 3mUcAn, MMlzm 
iaVX^mhfc. mm^^stm^^t^mUl! 2m^V, 40/xg/mL© AraC 
R^7.5^g/iL©Trypsin^tfMEMT^bfco 24BfTO*^, 8.5xl0 6 cells/d 
ish^feOfcLLC-MK2/F7/A^a)iL, 40/zgM© AraC&ttY 5# g/mL©Trypsin£ 
^tfMEMTMfc2 0F B l37t:-e^*Lfc o £ne>©M§£lHlJKU h&2mL/d 
ish&fcD© 0pti-MEMtC!«, $£rRt$& 3 HHDigTtLTPO Iysate£iI®Lfc 

o -^-eiifc{c^D-->^Lrciiffljia§24 weiiyk-h«^ eign^r^x 

>hO^F^AxCANCre^M0I 5T«kU «^32 C CT2 Qr B 1i§«bfc,«^«L 
7to Cl©M(3SeV18+/AMAF-GFP©P0 lysate^#200/zL/wellTh^>^7i^ 
->3>U 40/zg/mL© AraCS.lK7. 5^g/mL©Trypsin^^-M^^/^^MEM^ 
ffl^32 < C-e^«bfc„ B¥ffiLfe4 1 ©20^P->«^T, GFPgfi©£j^^g|g| 
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Zmbfctf (04 8) , Wfc, ^P->#33 (LLC-MK2/F7/M62/#33) XltpZ (,« 

iT#^cti/c!:tti?*§ tmmznzo iic-m2/?i/M2®mmzmzftmm 

z\t\z^x, wmx&msewmtfpimizfc-Dtctmmisntc. 
wmm 2 9 ] wmx^msevo 0 ^ )vx %.m& 

Z\(DVJ )VZ<D£m&<DmX<D&mft-ot£o LLC-MK2/F7/M62/#33£6well pla 

leizMzsrcxigmLrco m^D>y)Ui>h<D^mxhxcmcie^mi sxmmv 

(LLC-MK2/F7/M62/#33/A) , mmklVCX 2 Bfmmhtzo SeV18+/AM 
AF-GFP£M0I 0.5T?liffeU mmmz%m±m*®WL®tcte%M%:Wil3aVtc e 
0iRLfc±?f{CO^TCIU^HAU^*feo «2BiOT, MUT10 8 CIU/mL 
U±<DV J )V T.ifiBUtS tltc (04 9) o Cl\StEM<DM<ttfny V)VX& 

immm 3 0] M/FM^SISeV©^ ;^«|ji«l8 

SeV18VAMAF-GFP©^;V*tt£^£RT-PCRT?> »^ JI/Xge&Western-blo 
ttingT«Lfc e RT-PCR«P2«^5 B§ (P2d5) (D^J )VZ*%mhtCo V 4 
;WX»«t^6©KNA©|3JRttQIAaip Viral RNA Mini Kit (QIAGEN, Bothell, WA) 
SfiJfflU *fccDNAfHS^SRT-PCRttSuperScript One-Step RT-PCR System (Gib 
co-BRL, Rockville, UD) £#JJlbT> S^fAifelliltO^D r*n-;WCfH 
*0*fe*Cffofc. cDNAWfiRtXRT-PCRffly^'TT-iLT, PJtfc? ±0F32O8 
(5'-agagaacaagactaaggctacc-3VIB?!J## : 3 3) iGFPjffi^JtGDGFP-RV (5 
'-cagatgaacttcagggtcagcttg-3V@B^J#-^ : 3 6) , mSWmZbM&terFt 
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©R6823 (5'-tgggtgaatgagagaatcagc-3'/E^J#^ : 3 7) <Bfc#.£t>i3r© 2 « 
TPCR^ffofCo SeV18VAMAF-GFP©»fc^t^S^£ftfc£5C, Su#R 

tf'&m^z^n^nempRtfuMbQtDmmtfWi^ftfc (0 5 o) . £fc> sevi 

8+/AM-GFP&tfSeV18+/AF-GFPfr £>fi8L;fct>©T?te> tn^fSSnS^ct 

* (Dm^omm^mm^ n, $ 5 ^ ^sevi 8+/ a m a f-gfp^ e, ©*> © £ n** $ 

' Westem-blottinglCJ:DSefll*»&OWB*ffofc. SeV18+/AMAF-GFP, SeVl 
8+/AM-GFP, SeV18+/AF-GFP&rXSeV18+GFP&M0I 3TLLC-MK2fc£3feU «2 0 
^fcttlia&igjRbfc. SDS-PAGE^, Iestern-Blotting£frV^ irtM#L&, friFfcift 

«J 3 -RXSmm 4 fcES^Sfc-rfr ofc. SeV18+/AMAF-GFP*Jten«n? BMSI 

e&rflpge t %> t«a$n"fNP««a$nfc c t^s, ® e> t>sevi8+/ am 

AF-GFP©*3tT?*a^t**lfSB$nfc (05 1) o £©&#> SeV18+/AF-GFP« 

»i]iSTfcttga#«»i£n-f, sevi8+/AM-GFP««T^®e«a!i$n-r, s 

eV18+GFPTKP^fe^:T©^^;VX®aH/&«J$tlfco 

BSJfifl 3 1 ] M/FM^&liSeV© 2 ^ffl&^ ©WfcfcirrS£S«#tfr 
fQ^K^Hm^n^fr?^. IP"fe, SeV18+/AMAF-GFP£M0I 3T?LLC-IK2 fc« 

5fcU MWC (-BSC) ig«±M£!ElJKU HAflfttSSJ^bfc (05 2) . 

^4Bm»C^Vi^e» ! foHA«tt^mi|iJ$n75:o <B.U £©HA?g'l4©±# 

fcJU SeV18+/AM-GFP©«££H3i;<> £>f r>f ^HOgST*©-^ 

tBfetfK^fc^asnfc. hc, «fc5B&©#*±*fcovvr, att-vz 

U#V— Afcb^Dosper Liposomal Transfection Reagent (Roche, Basel, Swit 
zerland) £JBV>T&tEUfco BPfe* i&*Jbf* l00jiL£Dosper 12.5/iL£ffi*&k& 
mTlO^Sdlft, 6 well7V-hCn>7;i/X>hCig*bfeLLC-MK2«Ch^ 
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«ETSSeV18+/AF-GFPailfei!BJjacD^ai±^e>©t)©T?tt» #< ©GFPEIMJW 
mm £ ft 5 © \Z# V , S eVl 8+/ A M A F-GFP«M ©ig*±f»fr 6 © t> ©T? ttGFP 
BH4*M&tt»2^£ftfc*»ofc (15 3). EU©i|g&«kD, SeV18+/AMAF-G 

M 3 2] M/FM^^SeV&l^fc&SSeV©? w ;]/XJ«1tSf¥ffi (in vi tr 

o) 

o 

7i/ h^&R«J^3l#S«fflJia©SSStt«T©^Tff-3fc. MSD^y h 

o 5fcKl, M©»©H^WM#^IN0X5tf>ii^ ht*if, JK£g& 35mm 

i/^-l/fcH&fco /M^W»©-gl5^8g^Aii-5irI^#, 

tf\ JK»©SD&»#, ft*St:>t?/ h-TO£A/«#, fU!l*tr>"fey hT? 

1/lcife, #fBffl^X59KlT/hM-K:U 15nmjfrC>£lC&i&fc. 0. 3mg papain/mLH 
T37'CT10^»3i, 5mL©jfl?tADJ§fl!n?^a, ife^U «£##bfco 70m 
m strainer£SU &blC£DttiJI&£ft&feft« g^fct^TV >^bffi 
£#tfcU IIM&©fHR£frofc. poly-L-lysine (PLL) coated 24 well plate£2 
xl0 5 i$^te4xl0 5 cells/weilTflBftftWU 2 B^fcM/FM^MSeV (SeV18+/ 
AMAF-GFP) RtfltfC^SSeV (SeV18+/AM-GFP) £M0I 3-CJi^UfCo ^36hr^ 

\znmnf&®mtov~%-r&%MBzi?%.&%i&*n^ G?mmmm csev« 
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ftffl4% paraformaldehydeTM^H^b, PBST^^, 2X<Dnormal goat serum 
^tfPBS«^ffl^T^filr60^p B lBlocking^fTo^:. 1/200 fc#|RLfcAnti -MA 
P2fci#: (Sigma, St. Louis, MO) &37t:T30M^L^ PBST»^ 1/200(C# 
IRL/fc— &in#: (goat anti mouse IgG Alexa568 : Molecular Probes Inc., Euge 
ne, OR) ZWrtOftmRmLtCo PBSTSfe^ %3^IKfifl (DM IRB-SLR : Leic 
a, Wetzlar, Germany) T, ttlI!&0&3fc£B&Lfc. 
M/FM^&HSeV (SeV18+/AMAF-GFP) RZMX&MSeV (SeV18+/AM-GFP) (DM 

%\z&^T. m2m&Mm<Dtet/uammzm&T~&-oTc (054) 0 lies, ia 

Sbfc#MJiS©«t A;£(DnMT*%}mmzSeVj)m%kLT& V) , M/FM^«SeV 
mmms 3] M/FM^MSeVS:mi^MSeV©>>^;i/X^^Wffi (in vivo 

) 

in vivoT©iMg£Wifib7co M/FM^MSeY (SeV18+/AMAF-GFP) RZMK 
^MSeV (SeV181-/AM-GFP) 5^L (1X10 9 p.f.u./ml) 

Mhtco M«T«b, GFP©^«St<fcD»CDWil^MLfc„ M/ 
FM^MSeV (SeV18+/AMAF-GFP) RZMX&mSeV (SeV18+/AM-GFP) <DM%\Z 

&^t, ^mmM(D±^.mm.m\z^x. ^<©itt««§nfc (05 

5) „ MS>* WmX&MSemzMX%mSe\th\zin vivof£:fcliT«W&jl£ 

mei&mmmmvTmmhrco ^rcnyhu-^tvx, #wsev otsm: 

SeV18+GFP) mSim^m-O) RtfF^&SSeV (SeV18+/AF-GFP) iZ^xm^Z 
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3. mmzmtt, CV-HBMV^SHeLaW§2.5xl0 4 cells/well (100 AtL/wel 1 
) 7r96well Q\Ete\zm^mVTco ®miZ\ZmMMt%\Z\0% FBS£^£fMEM£& 
fthtco 24B»g«^ \% BSA£^tfMEMT^bfcSeV18+GFP, SeV18+/AF-GFP, 
SeV 1 8+/ A M-GFPufc V* teSeVl 8+/ A M A F-GFPM£ 5 a L/we 1 1 Tr» b^ffeS ii\ 6 

3 B^KHg^h^U-^U Cytotoxicity Detection Kit (Roche, Base 

1, Switzerland) *mmVTm\zBm<DjjmzU?TMmMW&<D%.m*?t?fc 
o #2in3!!SeV£l£igrf3<^ Mj^fcMte^^fcTS^T (SeV18l/AF-GFP& 
UCSeV18VAM-GFPt*5ViT) nm%m&<OWMtf$> K> , Z\<D : mX&*Ufr&fr J £ 
%Z.tX° (SeV18+/AMAF-GFPK:43^T) fSMCffrB L £ DM^tt^MUL 
fc (0 5 6) . 

&±(D£?\z, *mMm\z&^T®®Tnffij&\zj$ l Tjjvtc wmK&msev^ 

it, #ftmmm*'Sts£<<DnM^(Dmmm*Gv, 2 
t/u&mv. nizMmmm&<DM®vrzm&<Dm>mfc?MA<??-T*fc 

tf^Xfct jte j P^A«^S2^ffl (VLPftffl) 

#»5IHJfcJ;0W$n-5^^^-^ in vivo ex vivo 
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(b> mmmmr^rcmn^Lfc^^-^mm' zxn, £^tf:m 
3. m&nomft^ uw&nomm^mommx^^, m^-mittz\t2\zf& 

o 

7 . S^^tg^T * £ mm L tcUKWkZ- (-) StRNA^ j ^ £ ^ - 

om^(D^T^rcmn^m^mzmm^^rxnm^^^xm. 
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10. MJBBSttgjaetfc^ •fe>^-r^^;i/XM^as©G69, ma, 

A183j&»Sfc*»«k Da&$n*4>fc< t %> 1 ^©75 7 Bfc8WS:K:ffiirr*75 7 

1 1. were**, M3t^?*^fgbWS(-)mRNA^^;P^^^-&, 

13. ^Mg&«HNilfc^\ •fe>y-r"^^;i/XHNgfiK©A262, G264, & 

»*5j7*>5 1 3 <D^-?nfr\zmm<D%mo 

15. PiefO^S^, ■fe>^^^;i'^PaeR©B86fe«J:^/*fcttL511K:3|a 

m?z(-)MMhvj)wm&%07$;mmmm<D7$ymzmm2nit%. 

16. L*W©3KJW«, ir>^-r^^;i/7.Lge®©N1197^J;i5/^fc^l795fc 
ffiai-»(-)«BNA!>^;i/XLaeil©7Sy»TO^ffi©7 , 5/BlfcilJft$nfe 
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19. /t^^V^K^ir^^^l'XTfi&S, ft** 1 8 lcf3*&©#*£ 

20. 11**7*6 1 9<D^?nfr\zmm<D%mz&vnmznrc, m-mj&m 

2 1. »m^(-)mRNA^^;i/XT^-5T, «t6«MSBK&#*r*#» W&4)\< 
2 2. TIB (a) *5 (d) *6&Si¥«k0g&£ns^&<£fclt3©ttSt£ 

^sk©g69, Tii6, &&tfhmfrz?z%m£K)m$iznz>'pi3i<t*>i~D<D7s. 

N^e»©A262, G264, 43 J; tfK461 Dgft£n§4>ft< t*b 1 0©7 

5 /Bfc«Hfcfc*BM5t"*75 yK#ffi©75 /RfcHiftSnw*. 

®es©E86*fc^5U07$yBta^K:ffiS-r*75yi6*ffi©75yKfc:SJft 

®eS©N1197*J:^/*fc^l795075yK**^ttffi©(-)«RNA^-f;^Mg 

an©*Bi^«©7$ y ^^fc^^T^>7a / m«©7 ^ ym^m^nx 
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2 3. 4>fc<£*> (a) (b) H:&g2 2fc:E«©?W 

2 4. '>&<<Lt> (c) &&Zf (d) ©ttSSWTS, »*3t2 2fcfBfc©^ 
2 5. (a) #6 (d) ©£T©tt*#rrs» »:&B2 2tcaB«©tf>r;i/*. 

2 7. X/W£gfiK#FgaStT?fc£, H3&S2 6fc|B«©C7w;V^. 

2 8. (-)MRNA^^Jl/7.*V\°^$^y^^;i/XT^§, f|:&12 1&S2 7©l> 

29. /i75^y^^;i/X^-fe>^-rC7w;ux7f^5, »3&B2 8fcR«©9>r 
31. «e^»Afc*^*»xat^©^V'^;v©teT&«iw*r*&«>K:ffl^ 

3 2. aeTSA^^T^^^X^^Abfcm^^©^^^^^ CYLP) 

©ifcfflswiM-rsfefetffl^s. w*^2 i^e.3 1 ©^-rn^ tci3«©m*-m 
33. ft$$2 1*>63 2©^Tn^fciB«©ia^m^.^^;i/^^io { ClU/mlfi* 
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SEQUENCE LISTING 

<U0> DNAVEC RESEARCH INC. 

<120> Methods for testing and producing negative-sense RNA virus 
vectors with attenuated capability for particle-formation 

<130> D3-A0105Y1P 

<140> 
<141> 

<150> JP 2001-283451 

<151> 2001-09-18 

<150> JP 2001-356336 
<151> 2001-11-21 

<160> 38 

<170> Patentln Ver. 2.0 

<210> 1 

<211> 10 

<212> DNA 

<213> Artificial Sequence 



WO 03/025570 PCT/JP02/09558 

2/19 



<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 1 

ctttcaccct 10 

<210> 2 
<2I1> 15 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 2 

tttttcttac tacgg 15 

<210> 3 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 3 

cggccgcaga tcttcacg 

<210> 4 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 4 

gaaacaaaca accaatctag agagcgtatc tgacttgac 

<210> 5 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 
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<400> 5 

gtcaagtcag atacgctctc tagattggtt gtttgtttc 

<210> 6 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 6 

attacggtga ggagggctgt tcgagcagga g 

<210> 7 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 



<400> 7 
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ctcctgctcg aacagccctc ctcaccgtaa t 

<210> 8 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 8 

ggggcaatca ccatatccaa gatcccaaag acc 

<210> 9 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 9 

ggtctttggg atcttggata tggtgattgc ccc 
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<210> 10 

<211> 37 
<212> DM 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 10 

catgctctgt ggtgacaacc cggactaggg gttatca 37 

<210> 11 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 11 

tgataacccc tagtccgggt tgtcaccaca gagcatg 37 

<210> 12 
<211> 41 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 12 

cttgtctaga ccaggaaatg aagagtgcaa ttggtacaat a 41 

<210> 13 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 13 

tattgtacca attgcactct tcatttcctg gtctagacaa g 41 

<210> 14 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 14 

Met Ala Asp He Tyr Arg Phe Pro Lys Phe Ser Tyr Glu 
1 .5 10 



<210> 15 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 15 

Leu Arg Thr Gly Pro Asp Lys Lys Ala He Pro His 
1 5 10 



<210> 16 
<211> 13 
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<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 16 

Asn Val Val Ala Lys Asn He Gly Arg He Arg Lys Leu 
1 5 10 



<210> 17 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 17 

tcgacaccag gtatttaaat taattaatcg cgag 34 



<210> 18 
<211> 34 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 18 

ctagctcgcg attaattaat ttaaatacct ggtg 34 

<210> 19 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 19 

gttctatctt cctgactcta tagacctgga cacgcttac 39 

<210> 20 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 20 

gtaagcgtgt ccaggtctat agagtcagga agatagaac 39 

<210> 21 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 21 

ctacctattg agccccttag ttgacgaaga taaagatagg eta 43 

<210> 22 
<211> 43 
<212> DNA 

<213> Artificial Sequence 



<220> 
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<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 22 

tagcctatct ttatcttcgt caactaaggg gctcaatagg tag 43 

<210> 23 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 23 

caagataatc gatcaggtaa agagagtaga gtctctggga g 41 

<210> 24 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 
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<400> 24 

ctcccagaga ctctactctc tttacctgat cgattatctt g 41 

<210> 25 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 25 

ctcaaacgca tcacgtctct ttccctccaa agagaagc 38 

<210> 26 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 



<400> 26 
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gcttctcttt ggagggaaag agacgtgatg cgtttgag 38 

<210> 27 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 27 

agagtcactg accaactaga tcgtgcacga ggcatcctac catcctca 48 

<210> 28 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 28 

tgaggatggt aggatgcctc gtgcacgatc tagttggtca gtgactct 48 
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<210> 29 
<211> 55 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 29 

tctcgagtcg ctcggtacga tgaaaaagcc tgaactcacc gcgacgtctg tcgag 55 

<210> 30 
<211> 83 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 30 

aa'tgcatgat cagtaaatta caatgaacat cgaaccccag agtcccgcct attcctttgc 60 
cctcggacga gtgctggggc gtc 83 



<210> 31 
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<211> 22 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 31 

ccaatctacc atcagcatca gc 22 

<210> 32 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 



<400> 32 

ttcccttcat cgactatgac c 



21 



<210> 33 
<211> 22 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 33 

agagaacaag actaaggcta cc 

<210> 34 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 34 

tctcgagtcg ctcggtacga tggccaagtt gaccagtgcc gttccggtgc tcac 

<210> 35 
<211> 85 
<212> DNA 

<213> Arti f icial Sequence 
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<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 35 

aatgcatgat cagtaaatta caatgaacat cgaaccccag agtcccgctc agtcctgctc 60 
ctcggccacg aagtgcacgc agttg 85 

<210> 36 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 36 

cagatgaact tcagggtcag cttg 24 

<210> 37 
<211> 21 
<212> DNA 

<213> Artificial Sequence 



<220> 
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<223> Description of Artificial Sequence: artificially 
synthesized sequence 

<400> 37 

tgggtgaatg agagaatcag c 21 

<210> 38 

<211> 16 

<212> PRT 

<213> Sendai virus 

/ 
/ 

<400> 38 

Lys Ala Cys Thr Asp Leu Arg He Thr Val Arg Arg Thr Val Arg Ala 
15 10 15 
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DESCRIPTION 

METHODS FOR TESTING AND PRODUCING (-) -STRAND RNA VIRUS VECTORS WITH 
REDUCED PARTICLE FORMATION ABILITY 

5 

Technical Field 

The present invention relates to methods for testing and 
producing (-) strand RNA viral vectors in which particle formation 
ability has been reduced or eliminated. 

10 

Background Art 

In recent years, the development of genetic recombination 
technology for (-) strand RNA viruses, such as the Sendai virus (SeV) , 
has seen their enhanced use as gene transfer vectors (WO00/70055 and 

15 WO00/70070) . However, a problem with these vectors is the secondary 
release of viruses from target cells, following vector introduction. 
Virions form in the cells infected with replicative viruses, and 
daughter viruses are then released. Virus- like particles (VLPs) have 
also been found to be released from cells in which F-deficient 

20 non-replicative SeV has been introduced, and such. Thus, development 
of viral vectors that do not produce VLPs is desired. 

Disclosure of the Invention 

The present invention provides methods for testing and producing 
25 (-) strand RNA viral vectors in which particle formation ability has 

been reduced or eliminated. 

Matrix (M) protein has been reported to play a central role in 

virion formation in the Sendai virus (SeV) and other (-) strand RNA 

viruses. For example, it has been found that over expression of the 
30 M protein of vesicular stomatitis virus (VSV) causes the budding of 

VLPs (Justice, P. A. etal., J. Virol. 69; 3156-3160 (1995)). 

Parainfluenza virus VLP formation is also reported to occur on mere 

overexpression of M protein (Coronel, E.C. et al . , J. Virol. 73; 

7035-7038 (1999)). While this kind of VLP formation, caused by M 
35 protein alone, is not observed in all (-) strand RNA viruses, M protein 

can be recognized as a virion formation core, shared by all (-) strand 
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RNA viruses (Garoff, H. et al., Microbiol. Mol . Biol. Rev. 62; 
1171-1190 (1998) ) . 

The specific role of M protein in virion formation is summarized 
as follows: Virions are formed in so-called lipid rafts on the cell 
5 membrane (Simons, K. andlkonen, E. Nature 387; 569-572 (1997) ) . These 
were originally identified as lipid fractions that were insoluble 
with non-ionic detergents such as Triton X-100 (Brown, D.A. and Rose, 
J.K. Cell 68; 533-544 (1992)) . Virion formation in lipid rafts has 
been demonstrated for the influenza virus (Ali, A. et al . , J. Virol. 

10 74; 8709-8719 (2000)), measles virus (MeV; Manie, S.N. et al . , J. 
Virol. 74; 305-311 (2000)), SeV (Ali, A. and Nayak, D.P. Virology 
276; 289-303 (2000) ) , and others . At these lipid raft sites, Mprotein 
enhances virion formation, concentrating envelope proteins (also 
referred to as spike proteins) and ribonucleoprotein (RNP) . In other 

15 words, M protein may function as a driving force for virus assembly 
and budding (Cathomen, T. et al., EMBO J. 17; 3899-3908 (1998), 
Mebatsion, T. etal. , J. Virol. 73; 242-250 (1999) ) . In fact, Mprotein 
has been revealed to bind to the cytoplasmic tail of influenza virus 
spike proteins and so on (Zhang, J. et al . , J. Virol. 74; 4634-4644 

20 (2000)), SeV (Sanderson, CM. etal., J. Virol. 67; 651-663 (1993) ) . 
It also binds with the RNP of the influenza virus (Ruigrok, R.W. et 
al., Virology 173; 311-316 (1989)), parainfluenza virus , SeV (Coronel, 
E.C. et al. , J. Virol. 75; 1117-1123 (2 001) ) , etc. Further, M proteins 
have been reported to form oligomers with themselves in the case of 

25 SeV (Heggeness, M.H. etal., Proc. Natl. Acad. Sci. USA 79; 6232-6236 
(1982) and vesicular stomatitis virus, etc (VSV; Gaudin, Y. etal., 
Virology 206; 28-37 (1995), Gaudin, Y. et al . , J. Mol. Biol. 274; 
816-825 (1997)) . Thus, due to the capacity of many of these virus 
components to bind to lipids, M protein can function as the driving 

3 0 force for virus assembly and budding. 

Based on these findings, the present inventors thought they 
should focus on M protein for modifications aiming to suppress 
secondary particle (VLP) release. In addition, some reports suggest 
that envelope protein (spike protein) modification may also suppress 

35 VLP release. The following experimental examples are specific 
reports in which virion formation was actually suppressed: G protein 
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deficiency in rabies virus (RV) resulted in a 1/30 reduction of VLP 
formation (Mebatsion, T. etal., Cell 84; 941-951 (1996)). When M 
protein was deficient, this level dropped to 1/500,000 or less 
(Mebatsion, T. etal., J. Virol. 73; 242-250 (1999)). Further, in 
5 the case of the measles virus (MeV) , cell-to-cell fusion was enhanced 
when M protein was deficient (Cathomen, T. etal., EMBOJ. 17; 3899-3908 
(1998) ) . This can be assumed to result from the suppression of virion 
formation. In addition, similar fusion enhancement arose with 
mutations in the cytoplasmic tail of F or H protein (the tail on the 

10 cytoplasmic side) (Cathomen, T. etal., J.Virol. 72; 1224-1234 (1998)) . 
Specifically, the following has also been clarified with regards to 
SeV: When SeV proteins F and HN are on secretory pathways (specifically, 
when they are located in Golgi bodies, etc.) , the cytoplasmic tails 
(of F and HN proteins) bind with M protein (Sanderson, CM. et al., 

15 J. Virol. 67; 651-663 (1993), Sanderson, CM. etal., J. Virol. 68; 
69-76 (1994)) . The present inventors assumed that this binding was 
important for the efficient transfer of M protein to cell membrane 
lipid rafts, where virions are formed. M protein was thought to bind 
to F and HN proteins in the cytoplasm, and as a result to be transferred 

20 to the cell membrane via F and HN protein secretory pathways. 

The present inventors thought that deletion of this 'core' M 
protein would be the most effective way to carry out modifications 
aiming to suppress secondary particle release, namely, VLP release. 
However if the modified virus is to be used industrially, for example 

25 in gene therapy, then the process of virus production must be 
considered. As described above, obtaining a high titer virus is 
difficult using previously reported RV and MeV systems, namely, 
systems where expression is induced by vaccinia virus (W) -driven 
T7 polymerase (Mebatsion, T. etal., J. Virol. 73; 242-250 (1999); 

30 Cathomen, T. etal., EMBOJ. 17; 3899-3908 (1998)). W used to induce 
expression will inevitably contaminate prepared solutions of 
M-deficient virus. Thus, production of a practically applicable 
virus is difficult. 

Effective methods other than the M protein deletion method 

35 include deletion of F and HN proteins, which are considered to play 
roles in the transfer of M protein to cell membrane lipid rafts; or 
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a method in which mutations are introduced to delete only the 
cytoplasmic tails of these proteins. However, some reports describe 
the presence of many VLPs, particularly in the cases of F-deficient 
(WOOO/70070) and HN-def icient SeV (Strieker, R. and Roux, L., J. Gen. 
5 Virol. 72; 1703-1707 (1991)) . Thus this method is not thought to be 
effective. So far, with the exception of the cytoplasmic tail, spike 
protein regions expected to affect VLP formation have not been 
identified. Similarly, M protein regions definitely expected to 
affect VLP formation have not been identified. Further, virus 

io production for industrial application should be considered, and the 
design of such is not simple. 

To solve the problem of constructing vectors with suppressed 
VLP release, the present inventors considered the use of 
temperature-sensitive mutations in the viral gene. Mutant viral 

15 strains that can be grown at low but not high temperatures have been 
reported. The present inventors conceived that a mutant protein in 
which virion formation is suppressed at high temperature, 
particularly a mutant M or spike protein, could be used to suppress 
VLP formation in such a way that virus production could be carried 

20 out at a low temperature (for example, at 32°C) , but practical 
application of the virus, such as for gene therapy, could be carried 
out at a higher temperature (for example, at 3 7 °C) . For this purpose, 
the present inventors constructed recombinant F gene -deficient Sendai 
viral vectors, which encode mutant M and mutant HN proteins, and which 

25 comprise a total of six temperature-sensitive mutations reported in 
M and HN proteins (three for M protein, and three for HN protein) . 
VLP release for this virus was tested, and the level was determined 
to be about 1/10 or less of that of the wild-type virus. Further, 
immunostaining with an anti-M antibody was used to analyze M protein 

30 subcellular localization in cells in which the Sendai virus vector 
with suppressed VLP release had been introduced. The results showed 
that introduction of the virus with suppressed VLP release 
significantly reduced M protein aggregation on cell surfaces, 
compared to cells containing the introduced wild type virus. In 

35 particular, M protein condensation patterns were extremely reduced 
at a high temperature (38°C) . The subcellular localization of M and 
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HN proteins in cells infected with SeV containing a 
temperature- sensitive mutant M gene was closely examined using a 
confocal laser microscope. M protein localization on cell surfaces 
was significantly reduced, even at a low temperature (32 °C) , and was 
5 observed to have morphology similar to that of a microtubule. At a 
high temperature (37°C) , M protein was localized near the central 
body of microtubules, that is, near the Golgi body. The addition of 
a microtubule-depolymerizing agent resulted in the disruption of the 
M protein localization structure. This occurred both in SeV 

10 comprising the temperature-sensitive M gene, and in SeV comprising 
the wild-type M gene. This raised the possibility that M protein 
actually functions localized along microtubules. These findings 
assert that the reduced level of secondary particle release in the 
case of viruses comprising introduced temperature-sensitive 

15 mutations was due to insufficient intracellular localization of M 
protein, which is believed to play a central role in particle formation 
Thus, VLP formation can be effectively suppressed by preventing the 
normal intracellular localization of M protein. Furthermore, 
interaction with microtubules may be important for M protein function. 

20 For example, secondary particle release can be reduced by causing 
a problem with M protein subcellular localization, achieved by using 
a gene mutation or pharmaceutical agent developed to inhibit M protein 
transport along microtubules from Golgi bodies into the cell . Namely, 
the present inventors found that recombinant (-) strand RNA viral 

25 vectors, in which particle formation ability had been reduced or 
eliminated, could be provided by preparing (-) strand RNA viral vectors 
comprising a mutation leading to defective M protein localization. 

For example, the M gene, or genes encoding spike proteins, such 
as the F gene and HN gene, are first mutagenized. Viral vectors 

3 0 carrying these mutant genes are then screened for vectors exhibiting 
aberrant M protein localization, and particularly for vectors showing 
reduced or eliminated M protein aggregation on the cell surface . Thus, 
recombinant Sendai viral vectors in which particle formation ability 
has been reduced or eliminated can be effectively obtained. For 

35 example, such vectors can be used to test VLP production suppression, 
caused by modifying the cytoplasmic tail or other regions of the spike 
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protein. Further, various mutant viruses, including those with an 
M protein modification, can also be screened based on the presence 
or absence of M protein localization on the cell membrane. These 
methods can be applied to (-) strand RNA viruses as well as to SeV. 
5 By introducing mutations to the P gene and L gene, the present 

inventors constructed F-def icient vectors that suppress the secondary 
release of viral particles, lower the degree of cytotoxicity, and 
maintain expression of the inserted genes over a longer period. The 
present inventors used the SeV P protein gene, comprising an E86K 

10 or L511F substitution mutation, and the SeV L protein gene , comprising 
an N1197S and K1795E substitution mutation. When compared to vectors 
without gene mutations, vectors with both P and L gene mutations 
significantly suppressed the decrease in the number of cells 
expressing the introduced genes after vector introduction to these 

15 cells. The degree of cytotoxicity and VLP secondary release were 
also clearly reduced. The present inventors also constructed viruses 
with mutations in the four proteins, M, HN, P and L. They did this 
by combining mutations in the P protein and L protein with the 
above-mentioned temperature-sensitive mutations in the M protein and 

2 0 HN protein. Use of these recombinant mutant viruses resulted in 
remarkably reduced cytotoxicity. In particular, the secondary 
release of particles was significantly decreased in SeV comprising 
P protein gene with an amino acid substitution at L511. 

The present inventors also aimed to construct a virus in which 

25 M protein aggregation on the surface of cells introduced with the 
virus was completely deficient. To this end, and for the first time, 
the present inventors constructed cells with sustained M protein 
expression, able to be utilized in the production of the M-deficient 
virus. By using these cells it is possible for the first time to 

30 produce genetic therapy vectors confirmed to be free from 
contamination with other viruses, even at high titers. The 
M-deficient SeV production system of the present invention could 
supply, for the first time, practically applicable M-deficient 
(-) strand RNA viruses. Infective viral particles lacking the M gene 

35 were recovered in the culture supernatant of the virus -producing cells 
at titer of 10 7 ClU/ml or more. Secondary release of VLPs from cells 
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introduced with the above-mentioned virus was almost completely 
suppressed. Cytotoxicity was also reduced. Furthermore, the present 
inventors newly produced helper cells that express both M and F 
proteins . Using these helper cells, they succeeded for the first time 
5 in recovering infective viral particles lacking both M and F genes. 
The virus was recovered in the culture supernatant of virus -producing 
cells at titer of up to 10 8 ClU/ml or more. Secondary particle 
production was almost absent in the viruses thus obtained. 
Cytotoxicity due to the viral vector lacking both M and F genes was 

10 significantly lower than for those lacking just one or the other of 
the M or F genes. This viral vector was shown to be highly efficient 
at both in vivo and in vitro gene transfer to nerve cells. This virus 
can be expected to be used as a gene- transfer vector comprising the 
ability to infect many kinds of cells, including non-dividing cells. 

15 The present invention relates to methods for testing and 

producing (-) strand RNA viral vectors in which particle formation 
ability has been reduced or eliminated. More specifically, the 
present invention relates to: 

(1) a method for testing particle formation ability of a 
20 (-) strand RNA virus vector, wherein the method comprises detecting 

localization of M protein in cells in which the vector has been 
introduced; 

(2) a method of screening for a (-) strand RNA virus vector whose 
particle formation ability has been reduced or eliminated, comprising 

25 the steps of: 

(a) detecting localization of M protein in cells into which the vector 
has been introduced; and 

(b) selecting the vector by which localization has been reduced or 
eliminated; 

30 (3) the method according to (1) or (2), wherein the localization 

of M protein is an aggregation of M proteins on the cell surface; 

(4) a method of screening for a gene which reduces or eliminates 
particle formation ability of a (-) strand RNA virus vector, comprising 
the steps of: 

35 (a) detecting localization of M protein in cells into which the 
(-) strand RNA virus vector comprising a test gene has been introduced; 
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and 

(b) selecting the gene which reduces or eliminates localization; 
(5) the method according to (4) , wherein the localization of 
M protein is an aggregation of M proteins on the cell surface; 
5 (6) the method according to (4) or (5), wherein the test gene 

is a mutant of a gene selected from the group consisting of M, F, 
and HN genes of a (-) strand RNA virus; 

(7) a method for producing a recombinant (-) strand RNA virus 
vector whose particle formation ability has been reduced or eliminated, 

10 wherein the method comprises reconstituting the (-) strand RNA virus 
vector comprising a gene which can be identified or isolated by a 
method according to any one of (4) to (6) , under a condition where 
the reduction or elimination of M protein localization by the gene 
is continuously complemented; 

15 (8) a method for producing a recombinant (-) strand RNA virus 

vector whose particle formation ability has been reduced or eliminated, 
wherein the method comprises reconstituting the (-) strand RNA virus 
vector by which the localization of the M gene expression product 
is reduced or eliminated as a result of the deletion or mutation of 

20 the M gene, under a condition where functional M protein is 
continuously expressed; 

(9) the method according to (8) , wherein the step comprises 
reconstituting, at a permissive temperature, the (-) strand RNA virus 
vector comprising a temperature-sensitive mutant M gene by which the 

2 5 aggregation of gene products on the cell surface has been reduced 
or eliminated; 

(10) the method according to (9) , wherein the 
temperature-sensitive mutant M gene is a gene encoding a (-) strand 
RNA virus M protein, in which an amino acid corresponding to at least 

30 one amino acid position selected from the group consisting of G69, 
Til 6 and A183 of a Sendai virus M protein has been substituted with 
another amino acid; 

(11) the method according to (8) , wherein the step comprises 
reconstituting the (-) strand RNA virus vector whose M gene is deleted, 

35 under a condition where the M gene, which has been introduced in the 
chromosome of the cells used for reconstitution, is expressed; 
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(12) a method according to any one of (7) to (11) , wherein the 
( - ) strand RNA virus vector further comprises the deletion of HN and/ or 
F genes, or comprises a temperature-sensitive mutant HN and/or F genes; 

(13) the method according to (12), wherein the 
5 temperature-sensitive mutant HN gene is a gene encoding a (-) strand 

RNA virus HN protein, in which an amino acid corresponding to at least 
one amino acid position selected from the group consisting of A262, 
G264, and K461 of a Sendai virus HN protein, has been substituted 
with another amino acid; 
10 (14) a method according to any one of (7) to (13) , wherein the 

(-) strand RNA virus vector further comprises a mutation in the P and/or 
L gene; 

(15) the method according to (14) , wherein the mutation in the 
P gene is a substitution of an amino acid position of the (-) strand 

15 RNA virus P protein, corresponding to E86 and/or L511 of a Sendai 
virus P protein, with another amino acid; 

(16) the method according to (14) or (15), wherein the mutation 
in the L gene is a substitution of an amino acid position of the 
(-) strand RNA virus L protein, corresponding to N1197 and/or K1795 

20 of a Sendai virus L protein, with another amino acid; 

(17) a method according to any one of (7) to (16) , wherein the 
method comprises reconstituting a vector at 35°C or a lower 
temperature; 

(18) a method according to any one of (1) to (17) , wherein the 
25 (-) strand RNA virus is a paramyxovirus; 

(19) the method according to (18) , wherein the paramyxovirus 
is a Sendai virus; 

(20) a recombinant (-) strand RNA virus vector produced by a 
method according to any one of (7) to (14) , wherein the particle 

30 formation ability of the vector has been reduced or eliminated; 

(21) a recombinant (-) strand RNA virus, comprising a functional 
M protein, but whose M protein- encoding sequence is deleted in the 
genome of the virus; 

(22) a recombinant (-) strand RNA virus comprising at least one 
35 feature selected from the group consisting of the following (a) to 

(d) : 
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(a) the M protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to at least one amino 
acid position selected from the group consisting of G69 , T116 and 
A183 of a Sendai virus M protein, with another amino acid; 
5 (b) the HN protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to at least one amino 
acid position selected from the group consisting of A262, G264, and 
K461 of a Sendai virus HN protein, with another amino acid; 

(c) the P protein encoded in the genome of the virus comprises a 
10 substitution of an amino acid, corresponding to the amino acid position 

of E86 or L511 of a Sendai virus P protein, with another amino acid; 

(d) the L protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to the amino acid position 
of N1197 and/or K1795 of a Sendai virus L protein or an amino acid 

15 of another (-) strand RNA virus M protein homologous thereto, with 
another amino acid; 

(23) the virus according to (22) comprising the features of at 
least (a) and (b) ; 

(24) the virus according to (22) comprising the features of at 
20 least (c) and (d) ; 

(25) the virus according to (22) comprising the features of all 
of (a) to (d) ; 

(26) a virus according to any one of (21) to (25) , wherein at 
least one sequence encoding a spike protein in the genome of the virus 

25 is further deleted; 

(27) the virus according to (26) , wherein the spike protein is 
an F protein; 

(28) a virus according to any one of (21) to (27) , wherein the 
(-) strand RNA virus is a paramyxovirus; 

30 (29) the virus according to (28) , wherein the paramyxovirus is 

a Sendai virus; 

(30) a recombinant virus according to any one of (21) to (29) , 
which is used for reducing cytotoxicity upon gene introduction; 

(31) a recombinant virus according to any one of (21) to (30) , 
35 which is used for inhibiting the reduction in the expression level 

of an introduced gene upon gene introduction; 
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(32) a recombinant virus according to any one of (21) to (31) , 
which is used for inhibiting the release of a virus-like particle 
(VLP) from a cell into which a virus has been introduced upon gene 
transduction; and 

5 (33) an aqueous solution comprising a recombinant virus 

according to any one of (21) to (32) at a level of 10 6 ClU/ml or higher. 

The present invention provides a method for testing the particle 
formation ability of a (-) strand RNA virus vector, which comprises 
the step of detecting the localization of M protein in cells in which 

10 the vector has been introduced . The present inventors showed the close 
relationship between the localization of M protein in 
vector-producing cells, and the particle formation ability of 
(-) strand RNA virus vectors. In cells in which these particles are 
formed, M protein is detected at high levels on the cell surface; 

15 more strictly, it is aggregated on the cell surf ace . However, in cells 
infected with a vector with reduced particle formation ability, M 
protein localization on the cell surface is reduced, and the protein 
is detected at higher levels in the cytoplasm. When particle formation 
ability is eliminated, M protein is condensed around the nucleus. 

20 In this case, M protein is condensed in regions predicted to be close 
to the Golgi body, suggesting abnormalities in M protein transport, 
in which microtubules participate. Thus, since the subcellular 
localization of M protein correlates to the particle formation ability 
of the vector, this ability can be tested by detecting M protein 

25 localization. The test of the present invention is carried out by 
linking M protein localization with particle formation ability by 
detecting M protein localization in cells introduced with a vector. 
In other words, vectors in which M protein localization in cells has 
been reduced or eliminated have low particle formation ability; the 

30 greater the interference with localization, the more particle 
formation ability is reduced. Specifically, and as described above, 
the lower the level of cell-surface M protein aggregation, the more 
particle formation ability in the vector is reduced. Particularly, 
when cell -surface M protein aggregation is eliminated in a vector, 

35 that vector is assessed to have no particle formation ability. 
Macroscopically, as the level of M protein localized on the cell 
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surface is reduced, the ability of the vector to form particles is 
judged to be lower. A vector causing M protein to be localized not 
on the cell surface, but in the cytoplasm or nucleus periphery, will 
have a reduced ability to form particles. In particular, when M 
5 protein is condensed and localized in the vicinity of the nucleus, 
or aggregated in regions of the Golgi body, the vector's particle 
formation ability is thought to be virtually or completely eliminated. 
On developing a vector which causes suppression of subcellular M 
protein localization, particularly causing suppression of 

10 cell-surface M protein aggregation, it will be possible to suppress 
the release of VLPs from infected cells. 

In the present invention, the reduction or elimination of M 
protein localization in cells refers to, for example, a deficiency 
in M protein cellular localization. Namely, it means a significant 

15 disturbance of "M protein localization" (which is also referred to 
as "the normal localization of M protein") in cells infected with 
a paramyxovirus retaining particle or VLP formation ability (for 
example, a wild-type paramyxovirus and paramyxovirus retaining VLP 
formation ability but comprising a deficient spike-protein gene, and 

20 so on) . Specifically, a deficiency in subcellular M protein 
localization means an alteration or elimination of M protein 
localization in cells infected with a vector comprising particle or 
VLP formation ability. M protein is localized near the cell surface; 
more specifically, it is aggregated on the surfaces of cells infected 

25 with paramyxoviruses retaining normal particle or VLP formation 
ability. In the present invention,, alteration and elimination of 
normal M protein localization refers to reduction and elimination 
of M protein localization, respectively. In the present invention, 
a deficiency in M protein localization can include, for example, 

30 aberrant M protein localization (different to normal M protein 
localization) . In the present invention, deficiency of M protein 
localization includes, for example, reduction and elimination of 
cell-surface aggregation, reduction of cell surface expression, 
increases in M protein level in the cytoplasm, condensation of M 

35 protein in the cytoplasm (e.g. condensation in the nucleus periphery) , 
a decrease or elimination in M protein level in the entire cell, etc. 
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The subcellular localization of M protein can be determined by 
cell fractionation, or by directly detecting M protein localization 
using immunostaining, or so on. In immunostaining, for example, M 
protein stained by a f luorescently labeled antibody can be observed 
5 under a confocal laser microscope. After the cells have been lysed, 
a cell fraction can be prepared using a known cell fractionation method, 
and localization can then be determined by identifying the M 
protein-containing fraction using a method such as 
immunoprecipitation or Western blotting using an antibody against 

10 M protein. In cells infected with a vector comprising particle 
formation ability, M protein is localized on cell membranes. When 
the level of M protein localized on cell membranes is reduced, the 
virus particle formation is judged to be reduced. In the method of 
the present invention, it is preferable to test M protein localization 

15 by detecting cell-surface M protein aggregation. 

Direct methods for detecting subcellular M protein localization, 
such as cell fractionation, immunostaining, and others, can be used 
to detect cell-surface M protein aggregation. Virions are formed in 
so-called cell membrane lipid rafts, lipid fractions that are 

20 insoluble with non-ionic detergents such as Triton X-100. M protein 
is believed to participate in the aggregation of viral components 
in the lipid rafts due to its ability to bind to spike proteins, RNP, 
and to M protein itself , and further to lipids . Accordingly M protein 
detected by electrophoresis or so on with the lipid raft fraction 

25 is assumed to reflect aggregated M protein. Namely, when the amount 
of detectable M protein is reduced, cell -surf ace M protein aggregation 
is determined to be reduced. M protein aggregation on cell membranes, 
perhaps in lipid rafts, can be directly observed using the 
immunocytological staining methods used by the present inventors for 

30 detecting subcellular localization. This requires an anti-M antibody 
able to be used for immunocytological staining. On investigation 
using this method, an intensely condensed image is observed near the 
cell membrane when M protein is aggregated. When M protein is not 
aggregated, there is neither a detectable condensation pattern nor 

35 a clear outline of the cell membrane . In addition, only a slight stain 
is observed in the cytoplasm. Thus, when little or no condensation 
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pattern is detected, or more preferably when the cell membrane outline 
is indistinct and slight staining is observed throughout the cytoplasm, 
cell-surface M protein aggregation is judged to be reduced. Particle 
formation is suppressed for these viruses in which M protein 
5 aggregation on the cell surface has been reduced. 

Screening for (-) strand RNA viral vectors in which particle 
formation ability has been reduced or eliminated can be achieved using 
the above detection method. This screening method comprises the steps 
of (a) detecting the M protein localization in cells in which the 

10 vector has been introduced, and (b) selecting a vector with which 
localization has been reduced or eliminated (i.e. with which normal 
M protein localization has been altered) . As described above, 
reduction or elimination of localization means that normal M protein 
localization is significantly disturbed. Further, reduction or 

15 elimination of localization also includes complete elimination of 
localization and/or of M protein. This reduction and elimination in 
localization also includes not only cases where localization is 
reduced or eliminated in all cells, but also cases where localization 
is reduced or eliminated in a partial cell population, or where partial 

20 localization is reduced or eliminated within single cells. In 
addition, it includes cases where localization is reduced or 
eliminated under a particular condition. For example, it also 
includes cases where the level of localization is equivalent to that 
of a wild type at a particular temperature or less, but is reduced 

25 or eliminated relative to that wild type at a higher temperature. 
A preferable temperature at which this higher level of localization 
is reduced or eliminated as compared with a wild-type virus is about 
37°C to about 38°C, which corresponds to mammalian body temperature. 
For example, various mutant virus strains are infected into cells, 

30 and then subcellular M protein localization is tested. Viruses in 
which particle formation ability has been reduced or eliminated can 
be isolated by selecting viruses by which M protein localization is 
reduced or eliminated. 

In the screening method of the present invention it is preferable 

35 use a detection method that utilizes cell-surface M protein 
aggregation as an index to screen for (-) strand RNA viral vectors 
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in which particle formation ability has been reduced or eliminated. 
This screening method comprises the steps of (a) detecting 
cell-surface M protein aggregation in cells in which the vector has 
been introduced, and (b) selecting a vector by which aggregation has 
5 been reduced or eliminated. Reduction of aggregation refers to 
significant reduction of aggregation. Further, reduction of 
aggregation also includes the complete elimination of aggregation, 
and of M protein itself. Reduction or elimination of aggregation 
includes not only cases where aggregation is reduced or eliminated 

10 in all cells, but also cases where aggregation is reduced or eliminated 
on the cell surface of partial cell populations, and where aggregation 
is reduced or eliminated on partial cell surfaces. It also includes 
cases where aggregation is reduced or eliminated under a particular 
condition. For example, it also includes cases where the level of 

15 aggregation is equivalent to that of a wild type at a particular 
temperature or less, but reduced or eliminated relative to that wild 
type at a higher temperature. A preferable temperature at which 
aggregation is reduced compared to the wild-type virus, or eliminated, 
is about 37 to 38°C, which corresponds to mammalian body temperature. 

20 For example, various mutant virus strains are infected into cells, 
and then M protein localization on cell surfaces is tested. Viruses 
in which particle formation ability has been reduced or eliminated 
can be isolated by selecting a virus strains in which cell-surface 
M protein aggregation is reduced or eliminated. 

25 In this invention, particle formation ability refers to the 

ability of a vector to release infective and non- infective viral 
particles from cells into which a viral vector has been infected. 
This release is called secondary release, and the particles are called 
virus-like particles (VLPs) . In this invention, reduction and 

30 suppression of particle formation refers to a significant reduction 
in particle formation ability. This reduction in particle formation 
ability includes complete elimination of the ability to form particles . 
The reduction or elimination of particle formation ability includes 
cases where the average particle formation ability of a viral vector 

35 is reduced. For example, it includes cases where particle formation 
ability is reduced or eliminated in some of the infected cells, and 



16 



cases where particle formation ability is reduced or eliminated in 
part of the infected virus. Furthermore, it includes cases where 
particle formation ability is reduced or eliminated under a certain 
condition. For example, it includes cases where particle formation 
5 by a transgenic virus is similar to that by a wild-type virus at a 
specific temperature or lower, but is reduced or eliminated relative 
to that wild- type virus at temperatures above the specific temperature 
Temperature conditions are preferably such that reduction or 
elimination of particle formation ability in the transgenic virus 

10 as compared to the wild-type virus occurs at 37°C to 38°C, which 
corresponds to mammalian body temperature (e. g. , 37°C) . 

The reduction of particle formation ability in the viruses is 
statistically significant (for example, at a significant level of 
5% or less) . Statistical verification can be carried out using, for 

15 example, the Student t-test or the Mann-Whitney [7-test. Particle 
formation ability in the virus is reduced to a level of 1/2 or less, 
preferably 1/5 or less, more preferably 1/10 or less, more preferably 
1/30 or less, more preferably 1/50 or less, more preferably 1/100 
or less, more preferably 1/300 or less, and more preferably 1/500 

20 or less. 

Elimination of particle formation ability includes 
quantitative or functional elimination of particle formation. 
Quantitative elimination of particle formation ability refers to 
cases where, for example, the VLPs are below the detection limit. 

25 In these cases, the number of VLPs is 10 3 /ml or less, preferably 10 2 /ml 
or less, and more preferably 10 1 /ml or less. Functional elimination 
of particle formation ability refers to cases where a sample which 
possibly comprises VLPs is transfected to cells but does not result 
in detectable inf ectivity . Viral particles can be directly confirmed 

30 by observation under an electron microscope, etc. Alternatively, 
they can be detected and quantified using viral nucleic acids or 
proteins as indicators. For example, genomic nucleic acids in the 
viral particles may be detected and quantified using general methods 
of nucleic acid detection such as the polymerase chain reaction (PCR) . 

35 Alternatively, viral particles comprising a foreign gene can be 
quantified by infecting them into cells and detecting expression of 
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that gene. Non-infective viral particles (virus-like particles, 
etc . ) can be quantified by detecting gene expression after introducing 
the particles into cells in combination with a transfection reagent. 
Specifically, a lipofection reagent such as DOSPER Liposomal 
5 Transfection Reagent (Roche, Basel, Switzerland; Cat. No. 1811169) 
can be used. One hundred microliters of a solution with or without 
viral particles is mixed with 12.5 ill of DOSPER, and allowed to stand 
for ten minutes at room temperature. The mixture is shaken every 15 
minutes and transf ected to cells conf luently cultured on 6-well plates . 

10 Virus-like particles can be detected by the presence or absence of 
infected cells from the second day after transfection. Viral 
particles or infectivity can be determined by measurement using, for 
example, CIU assays or hemagglutination activity (HA) (Kato, A. et 
al., 1996, Genes Cells 1: 569-579; Yonemitsu, Y. & Kaneda, Y., 

is "Hemaggulutinating virus of Japan- liposome -mediated gene delivery 
to vascular cells.", Ed. by Baker AH. , Molecular Biology of Vascular 
Diseases. Method in Molecular Medicine: Humana Press: pp. 295-306, 
1999) . Transfection can be carried out, for example, by using 
lipofection reagents. Transfection can also be performed, for 

20 example, by using DOSPER Liposomal Transf ection Reagent (Roche, Basel, 
Switzerland; Cat No. 1811169) . 12.5 fil of DOSPER is mixed with 100 
\xl of a solution with or without VLPs, and the mixture is allowed 
to stand at room temperature for ten minutes. The mixed solution is 
shaken every 15 minutes and transfected to cells conf luently cultured 

25 on 6-well plates. The presence of VLPs can be tested by detecting 
the presence or absence of infected cells after two days. 

A test virus to be used for the screening may be a spontaneous 
mutant strain or so on, or an artificially created mutant. A virus 
selected by screening can be used as the (-) strand RNA virus vector 

30 in which particle formation ability has been reduced or eliminated. 

A gene leading to the reduction or elimination of particle 
formation ability in a (-) strand RNA virus vector can be screened 
using the above detection method. This screening method comprises 
the steps of (a) detecting M protein localization in cells into which 

35 the (-) strand RNA virus vector containing a test gene has been 
introduced, and (b) selecting genes which reduce or eliminate 
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localization. Reduction or elimination of localization can be 
detected as described above . For example, the localization screening 
method using cell-surface M protein aggregation as an index comprises 
the steps of (a) detecting cell-surf ace M protein aggregation in cells 
5 in which the (-) strand RNA virus vector containing a test gene has 
been introduced, and (b) selecting genes which reduce or eliminate 
aggregation. For example, viral vectors in which various mutant viral 
genes and other genes have been inserted are prepared, and these 
vectors are infected into cells, followed by detection of cell-surface 

10 M protein localization expressed from the infecting virus in the cells . 
A gene by which particle formation ability is reduced or eliminated 
can be isolated by selecting a gene contained in a viral vector by 
which cell -surf ace M protein aggregation of M protein has been reduced 
or eliminated. There is no particular limitation as to the test gene 

15 to be used in the screening, and such a gene may include a gene derived 
from a virus or cell , and a gene containing spontaneous or artificially 
created mutations. A test gene is preferably a mutant of a gene 
selected from the group consisting of the M, F, and HN genes of a 
(-) strand RNA virus. In some cases a gene functionally equivalent 

20 to the M gene of the (-) strand RNA virus is referred to as Ml, and 
similarly, genes functionally equivalent to the F and HN genes can 
be referred to as G and H, respectively. In the present invention, 
the M gene includes the Ml gene, and the F and HN genes include the 
G and H genes respectively. The term "mutant" means, for example, 

25 a gene encoding a protein carrying one or more amino acid substitutions , 
deletions, additions, and/or insertions compared to the wild-type 
gene product. When the test gene is a mutant M gene, in the step (a) , 
localization of the expression products of the mutant M gene is 
detected in cells in which the (-) strand RNA virus vector containing 

30 the test mutant M gene has been introduced. When the test genes are 
mutant F and/or HN genes, in the step (a) , localization of M protein 
expressed from the vector is detected in cells in which the (-) strand 
RNA virus vector containing the test mutant F and/or HN genes have 
been introduced. A gene that reduces or eliminates M protein 

35 localization is selected by detecting M protein localization in the 
cells. For example, when M protein localization is tested using 
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cell-surface aggregation as an index, a gene that reduces or eliminates 
M protein aggregation is selected by detecting cell-surface M protein 
aggregation. Similar screening can be carried out by using, for 
example, a test gene that encodes a protein capable of interacting 
5 with viral gene products such as the M, F, or HN proteins. The gene 
obtained can be used for producing a (-) strand RNA virus vector in 
which particle formation ability has been reduced or eliminated. 

Herein, the term "a gene that reduces or eliminates M protein 
localization in cells" means a gene that causes a reduction or 

10 elimination of subcellular M protein localization (namely, it alters 
the normal localization of M protein) . For example, in addition to 
the expression of a gene which reduces or eliminates M protein 
localization, this phrase also includes cases where gene expression 
results in deficient M protein localization, or alterations of other 

15 environmental factors (for example, pH, salt concentration, 
temperature, addition of compounds, co-expression of other genes, 
etc . ) . 

Using this screening, a gene involved in the reduction or 
elimination of particle formation ability can be specified from the 

20 above viruses, which were isolated by screening for (-) strand RNA 
virus vectors in which particle formation ability has been reduced 
or eliminated. Namely, genes that reduce or eliminate particle 
formation ability can be screened for using genes contained in an 
isolated virus as test genes . Genes obtained can be used for producing 

25 the recombinant virus in which particle formation ability has been 
reduced or eliminated. 

When using a gene isolated as described above to produce a 
(-) strand RNA virus vector in which particle formation ability has 
been reduced or eliminated, the present inventors found that ( - ) strand 

30 RNA virus vectors retaining such a gene can be efficiently produced 
by a method comprising the step of reconstitut ion under conditions 
persistently complementing the reduction or elimination of M protein 
localization by the gene, for example, reduction or elimination of 
cell-surface M protein aggregation. The recombinant (-) strand RNA 

35 virus vector in which particle formation ability has been reduced 
or eliminated, produced by the method of the present invention, has 
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the advantage that it does not release VLPs after introduction into 
target cells. 

The term "conditions persistently complementing" means 
conditions where complementation is sustained for a period of time 
5 long enough to reconstitute the (-) strand RNA virus vector. 
Conditions of persistent complementation typically mean conditions 
where reduction or elimination of M protein localization in cells, 
for example, the reduction or elimination of cell-surface M protein 
aggregation, is continually complemented for at least two days, 
10 preferably four days or longer, more preferably seven days or longer, 
further preferably ten days or longer, and most preferably 14 days 
or longer. 

For example, to produce a vector which comprises an M gene 
comprising a mutation by which cell-surface aggregation is reduced 

15 under a certain condition, the virus is reconstituted while 
persistently maintaining that condition (under which reduction of 
cell -surface aggregation is suppressed) . For example, 

reconstitution may be carried out under a condition whereby the mutant 
phenotype is not expressed. Alternatively, the M protein mutant may 

20 be complemented by persistently expressing the wild-type M gene in 
cells. As a further example, where an M gene-deficient vector is 
produced, reconstitution can also be performed by persistently 
expressing the wild-type M gene in cells. 

In the present invention it was revealed that when a viral vector 

25 was reconstituted at a low temperature, the reduction or elimination 
of normal M protein localization was suppressed, and thus the 
efficiency of virus reconstitution was significantly increased. 
Particularly, in the reconstitution of a vector comprising a mutant 
(or deficient) gene by which particle formation ability was reduced, 

30 reconstitution at 37°C and 38°C was inefficient, and cytotoxicity 
was also observed. Efficient reconstitution could be achieved at 35°C 
or lower, preferably at 32 °C. Accordingly, in the present invention 
it is preferable to reconstitute viral vectors at 35°C or lower, more 
preferably at 34°C or lower, further preferably at 33°C or lower, 

35 most preferably at 32 °C or lower. 

The present invention provides, as one such method, a method 
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for reconstituting an M gene-deficient or M gene-mutated (-) strand 
RNA virus vector in particular . Namely, the present invention relates 
to a method for producing a recombinant (-) strand RNA virus vector 
in which particle formation ability has been reduced or eliminated, 
5 which comprises the step of reconstituting, under a condition where 
the functional M protein is persistently expressed, a (-) strand RNA 
virus vector that reduces or eliminates M protein localization due 
to M gene deficiency or mutation. Specifically, for example, the 
present invention relates to a (-) strand RNA virus vector that reduces 

10 or eliminates cell-surface M protein aggregation. The term 
"functional M protein" means the wild-type M protein or a protein 
comprising a function equivalent to that of this protein. 
Specifically, it means a protein comprising the activity of causing 
cell-surface aggregation, and thus of supporting particle formation 

15 by a (-) strand RNA virus vector. 

Particularly preferably embodiments of these methods include 
a method comprising a step of reconstituting a (-) strand RNA virus 
vector comprising a temperature-sensitive mutant M gene that reduces 
or eliminates localization of its gene product in cells, at allowable 

20 temperatures. Temperature -sensitive mutation refers to a mutation 
that significantly reduces an activity at high temperatures (e.g., 
37°C) compared to at low temperatures (e.g., 32°C) . A specif ic example 
is a method comprising the step of reconstituting a (-) strand RNA 
virus vector comprising a temperature-sensitive mutant M gene that 

25 reduces or eliminates aggregation of gene product on the cell surface, 
at allowable temperatures . The temperature-sensitive M gene mutation 
is not particular limited, however includes, for example, at least 
one of the amino acid sites selected from the group consisting of 
G69, T116, and A118 from the Sendai virus M protein, preferably two 

30 sites arbitrarily selected from among these, and more preferably all 
three sites. Other (-) strand RNA virus M proteins comprising 
homologous mutations can also be used as appropriate, and use is also 
not limited thereto. Herein, G69 means the 69th amino acid glycine 
in M protein, T116 is the 116th amino acid threonine in M protein, 

35 and A183 is the 183rd amino acid alanine in M protein. 

The gene encoding M protein (the M gene) is widely conserved 
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in ( - ) strand RNA viruses , and is known to interact with both the viral 
nucleocaps id and envelope (Garoff, H. et al . , Microbiol. Mol . Biol. 
Rev. 62:117-190 (1998)) . The SeV M protein amino acid sequence 104 
to 119 (104- KACTDLR I T VRRT VRA - 1 1 9 / SEQ ID NO: 38) is presumed to form 
5 an amphiphilic .-helix, and was identified as an important region for 
viral particle formation (Mottet, G. et al., J. Gen. Virol. 
80:2977-2986 (1999)) . This region is widely conserved in (-) strand 
RNA viruses. M protein amino acid sequences are similar among 
(-) strand RNA viruses. In particular, known M proteins in viruses 

10 belonging to the subfamily Paramyxovirus are commonly proteins with 
330 to 380 amino acid residues. Their structure is similar over the 
whole region, however the C-end halves in particular have high homology 
(Gould, A. R., Virus Res. 43:17-31 (1996), Harcourt , B. H. et al . , 
Virology 271:334-349 (2000)). Therefore, for example, amino acid 

15 residues homologous to G69, T116 and A183 of the SeV M protein can 
be easily identified. 

Amino acid residues at sites homologous to other (-) strand RNA 
virus M proteins corresponding to G69, T116 and A183 of the SeV M 
proteins can be identified by one skilled in the art using SeV M protein 

20 alignments created using an amino acid sequence homology search 
program (which includes an alignment forming function) such as BLAST, 
or an alignment forming program such as CLUSTAL W. Examples of 
homologous sites in M proteins that correspond to G69 in the SeV M 
protein include G69 in human parainfluenza virus-1 (HPIV-1) / G73 in 

25 human parainfluenza virus-3 (HPIV-3) ; G70 in phocine distemper virus 
(PDV) and canine distemper virus (CDV) ; G71 in dolphin molbillivirus 
(DMV) ; G70 in peste-des -petit s -ruminants virus (PDPR) , measles virus 
(MV) and rinderpest virus (RPV) ; G81 in Hendra virus (Hendra) and 
Nipah virus (Nipah) ; G70 in human parainfluenza virus-2 (HPIV-2) ; 

30 E47 in human parainfluenza virus-4a (HPIV-4a) and human parainfluenza 
virus-4b (HPIV-4b) ; and E72 in mumps virus (Mumps) . (Descriptions 
in brackets indicate the abbreviation; letters and numbers indicate 
amino acids and positions . ) Examples of homologous sites of M proteins 
corresponding to T116 in the SeV M protein include T116 in human 

35 parainfluenza virus-1 (HPIV-1) ; T120 in human parainfluenza virus-3 
(HPIV-3) ; T104 in phocine distemper virus (PDV) and canine distemper 
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virus (CDV) ; T105 in dolphin molbillivirus (DMV) ; T104 in 
peste-des-petits-ruminants virus (PDPR) , measles virus (MV) , 
rinderpest virus (RPV) ; T12 0 in Hendra virus (Hendra) and Nipah virus 
(Nipah) ; T117 in human parainfluenza virus-2 (HPIV-2) and simian 
5 parainfluenza virus 5 (SV5) ; T121 in human parainfluenza virus-4a ■ 
(HPIV-4a) and human parainfluenza virus-4b (HPIV-4b) ; T119 in mumps 
virus (Mumps) ; and S120 in Newcastle disease virus (NDV) . Examples 
of homologous sites of M proteins corresponding to A183 of SeVM protein 
are A183 in human parainfluenza virus-1 (HPIV-1) ; F187 in human 

10 parainfluenza virus-3 (HPIV-3 ); Y171 in phocine distemper virus (PDV) 
and canine distemper virus (CDV) ; Y172 in dolphin molbillivirus (DMV) ; 
Y171 in peste-des-petits-ruminants virus (PDPR) ; measles virus (MV) 
and rinderpest virus (RPV) ; Y187 in Hendra virus (Hendra) and Nipah 
virus (Nipah) ; Y184 in human parainfluenza virus-2 (HPIV-2) ; F184 

15 in simian parainfluenza virus 5 (SV5) ; F188 in human parainfluenza 
virus-4a (HPIV-4a) and human parainfluenza virus-4b (HPIV-4b) ; F186 
in mumps virus (Mumps) ; and Y187 in Newcastle disease virus (NDV) . 
Of the viruses mentioned here, viruses suitable for use in the present 
invention include those comprising genomes which encode an M protein 

20 mutant, where amino acid residue (s) have been substituted at any one 
of the above-mentioned three sites, preferably at an arbitrary two 
of these three sites, and more preferably at all three sites. 

An amino acid mutation includes substitution with any other 
desirable amino acid. However, substitution is preferably with an 

25 amino acid with different chemical characteristics in its side chain. 
Amino acids can be divided into groups such as basic amino acids (e. 
g., lysine, arginine, histidine) ; acidic amino acids (e. g., aspartic 
acid, glutamic acid); uncharged polar amino acids (e. g., glycine, 
asparagine, glut amine, serine, threonine, tyrosine, cysteine) ; 

30 nonpolar amino acids (e. g., alanine, valine, leucine, isoleucine, 

proline, phenylalanine, methionine, tryptophane) ; (3-branched amino 
acids (e. g., threonine, valine, isoleucine); and aromatic amino acids 
(e. g., tyrosine, phenylalanine, tryptophane, histidine) . One amino 
acid residue, belonging to a group of amino acids, may be substituted 
35 for by another amino acid, which belongs to a different group. 
Specific examples include but are not limited to: substitution of 
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a basic amino acid with an acidic or neutral amino acid; substitution 
of a polar amino acid with a nonpolar amino acid; substitution of 
an amino acid of molecular weight greater than the average molecular 
weights of 20 naturally-occurring amino acids, with an amino acid 
5 of molecular weight less than this average; and conversely, 
substitution of an amino acid of molecular weight less than this 
average, with an amino acid of molecular weight greater than this 
average. For example, a mutant selected from the group consisting 
of G69E, T116A and A183S in the Sendai virus M protein, or comprising 

10 mutations homologous thereto, can be suitably used. Herein, G69E 
refers to a mutation wherein the 69th M protein amino acid glycine 
is substituted by glutamic acid, T116A refers to a mutation wherein 
the 116th M protein amino acid threonine is substituted by alanine, 
and A183S refers to a mutation wherein the 183rd M protein amino acid 

15 alanine is substituted by serine. In other words, G69, T116 and A183 
in the Sendai virus M protein or homologous M protein sites in other 
viruses, can be substituted by glutamic acid (E) , alanine (A) and 
serine (S) respectively. These mutations are preferably comprised 
in combination, and it is particularly preferable to comprise all 

20 three of the above-mentioned mutations. M gene mutagenesis can be 
carried out according to a known mutagenizing method. For example, 
as described in the Examples, a mutation can be introduced by using 
an oligonucleotide containing a desired mutation. 

In the case of measles virus for example, it is possible to 

25 introduce the M gene sequence of temperature-sensitive strain 
P253-505, in which the epitope sequence of an anti-M protein monoclonal 
antibody has been altered (Morikawa, Y. et al . , Kitasato Arch. Exp. 
Med., 64; 15-30 (1991)). In addition, the threonin at residue 104 
of the measles virus M protein, or the threonin at residue 119 of 

30 the mumps virus M protein, which correspond to the threonin at residue 
116 of the SeV M protein, may be substituted with any other amino 
acid (for example, alanine) . 

Another particularly preferable embodiment of the above method 
of the present invention comprises the step of reconstituting the 

35 (-) strand RNA virus vector containing the deficient M gene, under 
a condition where the M gene, integrated in the chromosome of the 
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cells used for the reconstitution, is expressed. The term U M gene 
deficiency" refers to the deletion of a sequence encoding the 
functional M protein, including cases where an M gene comprising a 
functionally deficient mutation is present, and cases where the M 
5 gene is absent. A functionally deficient M gene mutation can be 
produced, for example, by deleting the M gene protein-encoding 
sequence, or by inserting another sequence. For example, a 
termination codon can be inserted partway through the M 
protein-encoding sequence (WO00/09700) . Most preferably, the M 

10 gene-deficient vector is completely devoid of M protein-encoding 
sequence. Unlike a vector encoding a temperature-sensitive mutant 
M protein, a vector without an M protein open reading frame (ORF) 
cannot produce viral particles under any conditions. 
In the present invention, it was found that recombinant viruses could 

15 be efficiently produced by integrating the M gene into the chromosomes 
of host cells used for vector reconstitution, and then persistently 
expressing and supplying M protein. Cells in which the M gene has 
been chromosomally integrated can be prepared, for example, by a method 
described in the Examples. The M gene may be constantly expressed, 

20 or inducibly expressed on viral reconstitution. Surprisingly, it was 
revealed that low- temperature reconstitution markedly improved 
vector production efficiency, even in the presence of wild-type M 
protein. Thus, vector reconstitution is preferably performed at a 
low temperature, specifically, at 35°C or a less, more preferably 

25 at 34°C or less, further preferably at 33 °C or less , and most preferably 
at 32°C or less. 

It is preferable for the (-) strand RNA virus vector to further 
comprise the deficient HN and/or F genes, or temperature-sensitive 
mutant HN and/or F genes, in a method for producing the recombinant 

30 (-) strand RNA virus vector in which particle formation ability has 
been reduced or eliminated, where that method comprises the step of 
reconstituting a ( - ) strand RNA virus vector that reduces or eliminates 
M protein localization by M gene deficiency or mutation under a 
condition where the functional M protein is persistently expressed. 

35 At non-permissive temperatures, particle formation ability was 
revealed to be extremely reduced, particularly in the case of a vector 
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containing a temperature-sensitive HN gene mutation in addition to 
an M gene deficiency or mutation. The temperature-sensitive HN gene 
mutation is not particularly limited, but for example comprises at 
least one of the amino acid sites selected from the group consisting 
5 of A262, G264, and K461 in the Sendai virus HN protein, preferably 
an arbitrary two of these sites, and more preferably all three sites. 
Other ( - ) strand RNA virus HN proteins comprising homologous mutations 
can also be suitably used, but are also not limited thereto. Herein, 
A262 means the 262nd HN protein amino acid alanine, G264 is the 264th 

10 HN protein amino acid glycine, and K461 is the 461st HN protein amino 
acid lysine. The amino acid mutation can be a substitution with any 
desired amino acid. However, it is preferably a substitution with 
an amino acid with different chemical side chain characteristics, 
as previously described in the case of M protein mutation . For example , 

15 it includes substitution by an amino acid belonging to a different 
group, as previously described. Specifically, mutants selected from 
the group consisting of A262T, G264R, and K461G in the Sendai virus 
HN protein, or comprising mutations homologous to the above-mentioned 
mutants, can be adequately used. Herein, A262T refers to a mutation 

20 wherein the 262nd HN protein amino acid alanine is substituted by 
threonine; G264R refers to a mutation in which the 264th HN protein 
amino acid glycine is substituted by arginine; and K461G refers to 
a mutation in which the 461st HN protein amino acid lysine is 
substituted by glycine. In other words, A262, G264, and K461 in the 

25 Sendai virus HN protein, or homologous sites in the HN protein of 
other viruses, can be substituted by threonine (T) , arginine (R) , 
and glycine (G) , respectively. It is preferable to comprise a 
combination of these mutations, and is more preferable to comprise 
all three mutations. 

30 An additional example refers to the Urabe AM9 strain of the mumps 

virus, which demonstrates temperature sensitivity and is used as a 
vaccine (Wright, K. E. etal., Virus Res., 67; 49-57 (2000)). In the 
present invention, and with respect to this virus, mutations are 
preferably introduced at the 464th and 468th amino acids. Amino acid 

35 mutations at sites homologous to these can be applied to other 
(-) strand RNA viruses. 
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A deficient F gene is particularly preferable in a (-) strand 
RNA virus vector comprising a temperature-sensitive M gene. In 
addition, it is more preferable for the F gene-deficient vector 
comprising the temperature-sensitive M gene to further comprise an 
5 HN gene with a temperature- sensitive mutation. In the present 
invention, it was demonstrated that a high-titer F gene-deficient 
(-) strand RNA virus vector comprising temperature-sensitive M and 
HN genes could be produced by reconstituting the viral vector at a 
permissive temperature using an F protein-expressing helper cell. 

10 The vector was also shown to produce significantly fewer VLPs. In 
the present invention, "def iciency" of a gene means that the functional 
gene product (a protein in the case of a protein-encoding gene) is 
not substantially expressed. Gene deficiency includes a null 
phenotype for a subject gene. Gene deficiency also includes cases 

15 in which the gene has been deleted, where the gene is not transcribed 
due to mutations in the transcription initiation sequence or the like, 
where the functional protein is not produced due to frameshift or 
codon mutations or the like, where the activity of the expressed 
protein has been substantially eliminated (or extremely reduced (for 

20 example, to 1/10 or less)) due to amino acid mutations or the like, 
where protein translation is eliminated or extremely reduced (for 
example, to 1/10 or less), etc. 

This invention also refers to recombinant viruses comprising 
mutations that stimulate sustained infection in the P gene or L gene 

25 of (-) strand RNA viruses . These mutations more specif ically include 
mutation of the 86th SeV P amino acid glutamine (E86) , substitution 
to another amino acid of the 511th SeV P amino acid leucine (L511) , 
and substitution of homologous sites of other (-) strand RNA virus 
P proteins . The amino acid mutation may be a substitution to any other 

30 desirable amino acid, however is preferably a substitution to an amino 
acid with different chemical side chain characteristics, as described 
above. For example, the substitution includes substitution by an 
amino acid belonging to a different group, as previously described. 
More specific examples include the substitution of E86 by lysine (E86K) , 

35 and the substitution of L511 by phenylalanine (L511F) . In the case 
of L protein, substitution (s) of the 1197th amino acid asparagine 
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(N1197) and/or the 1795th amino acid lysine (K1795) by another amino 
acid, or substitutions at homologous sites of other (-) strand RNA 
virus L proteins, can also be included. An L protein gene comprising 
both of these two mutations in the L protein is especially preferable . 
5 The amino acid mutation can also be a substitution by any selected 
amino acid, however it is preferably a substitution by an amino acid 
with different chemical side chain characteristics, as previously 
described. For example, a substitution by an amino acid belonging 
to a different group can be included. More specific examples include 

10 the substitution of N1197 by serine (N1197S) , and a substitution of 
K1795 by glutamic acid (K1795E) . The presence of both P and L gene 
mutations remarkably increases sustained infectivity, suppression 
of secondary particle release, and cytotoxicity suppression. These 
effects can be dramatically increased by combining the 

15 above-mentioned temperature-sensitive mutant gene(s) in HN protein 
and/or M protein. A recombinant (-) strand RNA virus comprising at 
least one temperature-sensitive mutation in the M and/or HN genes, 
and at least one sustained-inf ectivity type mutation in the P and/or 
L genes, is preferable. In particular, a virus with mutations in all 

20 four genes (M, HN, P, and L) is further preferable . A virus comprising 
the three above-mentioned amino acid mutations in the M and HN genes 
(in SeV: G69, T116 and A183 in M; and A262, G264 and K461 in HN) , 
and at least one of the two above-mentioned P gene mutations (E86 
or L511 in SeV) , and the two above-mentioned L gene mutations (N1197 

25 and K1795 in SeV), is most preferable. These recombinant viruses 
comprising mutations in the P and/or L gene are preferable when a 
(-) strand RNA virus spike protein gene (e.g. the F gene) is lost. 
By producing a virus strain using a deficient F-gene and an F-helper 
cell which expresses F protein, it is possible to obtain a viral vector 

30 that does not multiply after infecting target cells, and in which 
cytotoxicity is reduced and secondary particle production 
dramatically suppressed. Such a vector can express introduced 
gene(s) for longer periods than vectors with wild-type P or L genes. 
These viruses of the present invention are useful in gene transfer 

35 for reducing cytotoxicity; suppressing reduced expression of 
introduced genes, and suppressing the release of virus and virus -like 
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particles (VLPs) from virus-infected cells. 

This invention, as described in the specification, provides a 
method that decreases the degree of cytotoxicity in gene transfer. 
This method comprises the step of introducing a virus comprising 
5 mutations or deficiencies in viral genes (e. g. the M, HN, P, or L 
gene, or combinations thereof) into cells. This invention also 
provides a method for suppressing the release of VLPs from 
virus -introduced cells in gene transfer, where this method comprises 
the step of introducing such a virus into cells. The degree of 

10 cytotoxicity can be determined, for example, by measuring the release 
of LDH as described in the Examples. The level of expression of the 
introduced gene can be determined by Northern hybridization or RT-PCR 
using a fragment of the introduced gene as a probe or primer; by 
immunoprecipitation or Western blot analysis using an antibody 

15 against the product of the introduced gene; or by measuring the 
activity of the product of the introduced gene. VLP release can be 
measured, for example, by determining HA activity as shown in the 
Examples. Alternatively, VLPs in the supernatant solution can be 
quantified by recovering the supernatant solution, and measuring the 

20 expression of genes including VLPs after transfection into cells. 
It is preferable that reductions in cytotoxicity, introduced gene 
expression, and VLP release are, for example, statistically 
significant reductions (or suppressions) when compared to a virus 
without a corresponding mutation or deficiency (for example, 

25 statistical level of 5% or less) . Statistical analysis can be carried 
out, for example, using the Student t-test or the Mann -Whitney C7-test. 
Reduction or suppression should preferably be to 90% or less of the 
reference virus, more preferably to 80% or less, even more preferably 
to 70% or less, or 60% or less. Reduction or suppression is more 

30 preferably to 1/2 or less, more preferably to 1/3 or less, 1/5 or 
less, or 1/8 or less of the reference level. 

This invention can be used in gene transfer to reduce 
cytotoxicity, to suppress reduced expression of introduced genes, 
and to suppress VLP release from cells introduced with viruses 

35 comprising mutations or deficiencies in viral genes, as described 
in this specification. These viruses are viruses used in gene transfer 
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for reducing cytotoxicity, for suppressing reduced expression of 
introduced genes, or for suppressing VLP release from 
virus -introduced cells. 

In the present invention, "(-)strand RNA virus" refers to an 
5 RNA virus comprising a negative strand as its genome. In the present 
invention, a (-) strand RNA virus preferably refers to a non- segmented 
(-) strand RNA virus, i.e. a single-strand RNA virus comprising a 
negative strand as its genome. The (-) strand RNA virus is exemplified 
by, for example, viruses belonging to the Paramyxoviridae family, 

10 such as the Sendai virus, Newcastle disease virus, mumps virus, measles 
virus, RS virus (Respiratory syncytial virus) , rinderpest virus and 
distemper virus; viruses belonging to the Orthomyxoviridae family, 
such as the influenza virus; viruses belonging to the Rhabdoviridae 
family, such as vesicular stomatitis virus and rabies virus; etc. 

15 Herein, the (-) strand RNA virus vector is preferably a non-segmented 
type (-) strand RNA virus, and more preferably, a paramyxovirus. 

In the present invention, preferable (-) strand RNA viruses 
include the Sendai virus (SeV) , human parainfluenza virus- 1 (HPIV-1) , 
human parainfluenza virus -3 (HPIV-3) , phocine distemper virus (PDV) , 

20 canine distemper virus (CDV) , dolphin molbillivirus (DMV) , 
peste-des-petits-ruminants virus (PDPR) , measles virus (MV) , 
rinderpest virus (RPV) , Hendra virus (Heridra) , Nipah virus (Nipah) , 
human parainfluenza virus-2 (HPIV-2) , simian parainfluenza virus 5 
(SV5) , human parainfluenza virus-4a (HPIV-4a) , human parainfluenza 

25 virus-4b (HPIV-4b) , mumps virus (Mumps), and Newcastle disease virus 
(NDV) . More preferably, examples include viruses selected from the 
group consisting of Sendai virus (SeV) , human parainfluenza virus -1 
(HPIV-1), human parainfluenza virus-3 (HPIV-3), phocine distemper 
virus (PDV) , canine distemper virus (CDV) , dolphin molbillivirus 

30 (DMV) , peste-des-petits-ruminants virus (PDPR) , measles virus (MV) , 
rinderpest virus (RPV) , Hendra virus (Hendra) , and Nipah virus 
(Nipah) . 

The virus genes encoded by these viruses have been known. 
Accession numbers are exemplified below: AF014953 (CDV) , X75961 (DMV) , 
35 D01070 (HPIV-1), M55320 (HPIV-2), D10025 (HPIV-3), X85128 (Mapuera) , 
D86172 (Mumps), K01711 (MV) , AF064091 (NDV), X74443 (PDPR), X75717 
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(PDV) , X68311 (RPV) , X00087 (SeV) , M81442 (SV5) , andAF079780 (Tupaia) 
for N gene; X51869 (CDV) , Z47758 (DMV) , M74081 (HPIV-1) , X04721 
(HPIV-3), M55975 (HPIV-4a) , M55976 (HPIV-4b) , D86173 (Mumps), M89920 
(MV) , M20302 (NDV) , X75960 (PDV) , X68311 (RPV) , M30202 (SeV) , AF052755 
5 (SV5) , andAF079780 (Tupaia) for Pgene; AF014953 (CDV) , Z47758 (DMV) , 
M74081 (HPIV-1), D00047 (HPIV-3), AB016162 (MV) , X68311 (RPV), 
AB005796 (SeV), andAF079780 (Tupaia) for C gene; M12669 (CDV), Z30087 
(DMV), S38067 (HPIV-1), M62734 (HPIV-2), D00130 (HPIV-3), D10241 
(HPIV-4a) , D10242 (HPIV-4b) , D86171 (Mumps), AB012948 (MV) , AF089819 
10 (NDV), Z47977 (PDPR) , X75717 (PDV), M34018 (RPV), U31956 (SeV), and 
M32248 (SV5) for M gene; M21849 (CDV), AJ224704 (DMV), M22347 (HPN-1) , 
M60182 (HPIV-2) , X05303 (HPIV-3) , D49821 (HPIV-4a) , D49822 (HPIV-4b) , 
D86169 (Mumps), AB003178 (MV) , AF048763 (NDV), Z37017 (PDPR), 
AJ224706 (PDV), M21514 (RPV), D17334 (SeV) , and AB021962 (SV5) for 
15 F gene; AF112189 (CDV), AJ224705 (DMV), U709498 (HPIV-1), D000865 
(HPIV-2), AB012132 (HPIV-3), M34033 (HPIV-4A) , AB006954 (HPIV-4B) , 
X99040 (Mumps), K01711 (MV) , AF204872 (NDV), Z81358 (PDPR), Z36979 
(PDV), AF132934 (RPV), U06433 (SeV), and S76876 (SV-5) f or HN (H or 
G) gene. More than one strain is known for viral species, and genes 
20 comprising sequences other than those shown above may exist, depending 
on different strains. 

In the present invention, "paramyxovirus " refers to viruses that 
belong to the family Paramyxoviridae, and to viruses derived from 
them. Paramyxovirus is a virus group with a non- segmented negative 
25 strand RNA genome. Paramyxoviruses in the present invention include 
the subfamily Paramyxovirinae (comprising the genus Respirovirus 
(also called the genus Paramyxovirus) , the genus Rubulavirus and the 
genus Morbillivirus) , and the subfamily Pneumovirinae (comprising 
the genus Pneumovirus and the genus Metapneumovirus) . 
3 0 Paramyxoviruses to which the present invention can be applied include, 
for instance, viruses belonging to the Paramyxoviridae, such as the 
Sendai virus, Newcastle disease virus, mumps virus, measles virus, 
RS. virus (Respiratory syncytial virus) , rinderpest virus, distemper 
virus, simian parainfluenza virus (SV5) , and human parainfluenza 
35 virus type 1, 2, and 3, etc. The viruses of the present invention 
are preferably viruses belonging to the subfamily Paramyxovirinae 
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(comprising the genus Respirovirus , the genus Rubulavirus and the 
genus Morbillivirus) , and more preferably viruses belonging to the 
genus Respirovirus (also called the genus Paramyxovirus) or 
derivatives thereof. Examples of viruses of the genus Respirovirus 
5 to which the present invention can be applied include human 
parainfluenza virus type 1 (HPIV-1) , human parainfluenza virus type 
3 (HPIV-3) , bovine parainfluenza virus type 3 (BPIV-3) , Sendai virus 
(also called murine parainfluenza virus type 1) , simian parainfluenza 
virus type 10 (SPIV-10) , etc. The paramyxovirus of the present 

10 invention is most preferably the Sendai virus. These viruses may be 
derived from natural strains, wild- type strains, mutant strains, 
laboratory-passaged strains, artificially constructed strains, etc. 
Incomplete viruses such as the DI particle (J. Virol. 68, 8413-8417 
(1994)), synthesized oligonucleotides, and so on, can also be utilized 

15 as material for producing the viral vector of the present invention. 
The (-) strand RNA viruses are suitable as vectors for gene transfer. 
Their transcription and replication only take place in the cytoplasm 
of host cells. They have no DNA phase, and thus chromosomal 
integration does not occur. Therefore, safety problems which depend 

20 on chromosomal aberration, such as canceration and immortalization, 
do not exist . These characteristics greatly contribute to the safety 
of (-) strand RNA viruses as vectors. The results of foreign gene 
expression suggest that nucleotide mutation does not take place, even 
during continuous mult i -generational culture of SeV, indicating a 

25 highly stable genome, and stable expression of the inserted foreign 
gene over long periods (Yu, D. etal., Genes Cells 2: 457-466 (1997)). 
As (-) strand RNA viruses do not have capsid protein structure, they 
also possess advantages in packaging and size flexibility in the 
introduced gene. The SeV vector can be used to introduce foreign 

30 gene(s) of 4 kb or larger. By adding a transcription unit, two or 
more types of gene can be simultaneously expressed. 

In rodents, the Sendai virus is known to be pathogenic and to 
cause pneumonia, but in humans it is non-pathogenic. This is supported 
by previous reports that the intranasal application of wild-type 

35 Sendai virus did not cause severe symptoms in non-human primates 
(Hurwitz, J. L. et al . , Vaccine 15: 533-540 (1997)). Further 



33 



remarkable advantages are its "high inf ectivity" and "high expression 
level". SeV vectors infect by binding to sialic acid in the 
sugar-chain of cell membrane proteins. As sialic acid is expressed 
in almost all cells, a wider inf ection spectrum, i.e. high inf ectivity, 
5 is expected. Replicative vectors based on the SeV replicon can induce 
the re- infection of surrounding cells by released viral particles. 
Distribution to daughter cells, in line with cell division, is expected 
to result in sustained expression of RNP produced in multiple copies 
in the cytoplasm of infected cells. SeV vectors can be applied to 

10 a very wide range of different tissues. This broad range of 
infectivity indicates that these vectors can be applied in various 
types of antibody therapy (and analysis) . Due to their characteristic 
expression mechanism, whereby transcription and replication only 
occur in the cytoplasm, expression of the introduced gene is shown 

15 to be very high (Moriya, C. etal., FEBSLett. 425 (1): 105-111 (1998); 
WO00/70070) . 

In the present invention, "vector" refers to a carrier that 
transfers nucleic acids into cells. In the present invention, 
"(-) strand RNA virus vector" refers to a vector (carrier) that is 

20 derived from a (-) strand RNA virus, and transfers nucleic acids into 
cells. In the present invention, the (-) strand RNA virus vector may 
be an infective virus particle. Virus particle refers to a 
nucleic-acid-containing minute particle that is released from a cell 
by the action of viral proteins. Virus particles can take various 

25 forms, e.g. that of spheres or rods, depending on the viral species. 
They are significantly smaller than cells, generally in the range 
of about 10 nm to about 800 nm. Paramyxovirus viral particles are 
structured such that the above-mentioned RNP comprises the genomic 
RNA and viral proteins, and is enclosed by a lipid membrane (or 

3 0 envelope) derived from the cell membrane . In the case of viruses whose 
genome includes genes that encode mutant viral proteins comprising 
amino acid substitution (s) (e.g. mutant M, HM, P, or L protein as 
described in the Examples) , the viral vector can be a complex 
consisting of the genomic RNA of a (-) strand RNA virus, and the viral 

35 proteins, i.e. ribonucleoprotein (RNP) . RNP can be introduced into 
target cells, for example, in combination with a desired transf ection 
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reagent. Such RNP is, more specifically, a complex comprising the 
genomic RNA of a (-) strand RNA virus, N protein, P protein, and L 
protein. When RNP is introduced into cells, the viral proteins work 
to transcribe cistrons encoding viral proteins from the genomic RNA, 
5 so that the genome itself is replicated, and daughter RNPs are produced. 
Replication of the genomic RNA can be confirmed by detecting the 
increase in RNA copy number using RT-PCR, Northern hybridization, 
or such. Herein, " inf ectiveness" refers to the ability to introduce 
a gene from a vector into adhered cells, by maintaining the ability 

10 of a recombinant (-) strand RNA virus vector to adhere to cells. In 
a desirable embodiment, a (-) strand RNA virus vector is maintained 
such that it can express a foreign gene. A (-) strand RNA virus vector 
of the present invention does not comprise the replicative ability 
of a wild- type virus, because cell surface M protein aggregation has 

15 been reduced or eliminated, and particle formation suppressed. In 
the case of host cell infection by a viral vector, "replication 
ability" refers to the virus' ability to replicate in host cells, 
and to produce infective particles. Examples of host cells include 
LLC-MK2 and CV-1. 

20 A (-) strand *RNA virus vector contains the genomic RNA of a 

(-) strand RNA virus. "Genomic RNA" refers to RNA that comprises the 
ability to form (-) strand RNA viral proteins along with RNP, to use 
these proteins to express genes from the genome, and to then replicate 
these nucleic acids and form daughter RNPs. A (-) strand RNA virus 

25 comprises a negative strand RNA as its genome, and this kind of RNA 
encoded carried genes in the antisense mode. In general, (-) strand 
RNA viral genomes comprise viral genes in antisense series between 
the 3' -leader region and the 5' -trailer region. Between the open 
reading frames for each gene, a series of sequences is present: a 

30 transcription termination sequence (E sequence) , intervening 
sequence (I sequence) , and transcription initiation sequence (S 
sequence) . Thus the RNA encoding each gene's open reading frame is 
transcribed as a separate cistron. Genomic RNAs included in the 
viruses of this invention encode (in antisense mode) nucleocapsid 

35 (N) , phosphor (P) and large (L) proteins, and mutant proteins thereof. 
These proteins are necessary for the expression of genes encoded by 
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the RNAs, and for autonomous replication of the RNA themselves. In 
a preferable embodiment, the RNA does not encode matrix protein (M) , 
which is needed for the formation of viral particles, nor does it 
encode mutant M protein . The RNA may or may not encode spike proteins , 
5 which are needed for viral particle infection. In a preferable 
embodiment, the RNA comprises a mutation in at least one spike protein. 
Alternatively, the RNA does not encode at least one spike protein. 
Paramyxovirus spike proteins of include fusion protein (F protein) , 
which induces fusion of cell membranes ; and hemagglutinin-neuramidase 
10 protein (HN protein) , which is needed for adhesion between proteins 
and cells. 

"Recombinant" refers to a compound or composition produced via 
a recombinant polynucleotide. "Recombinant polynucleotide" refers 
to a polynucleotide that is not bound to its natural state. 

15 Specifically, recombinant polynucleotides include artificially 
rearranged polynucleotide chains, or artificially synthesized 
polynucleotides. Herein, a "recombinant" (-) strand RNA virus vector 
refers to a (-) strand RNA virus vector constructed by genetic 
engineering, or a (-) strand RNA virus vector obtained by amplifying 

20 this vector. Recombinant (-) strand RNA virus vectors can be generated, 
for example, by reconstituting recombinant (-) strand RNA virus cDNAs . 

Genes encoding paramyxovirus viral proteins include, for 
example, the NP, P, M, F, HN and L genes . U NP, P, M, F, HN and L genes" 
refer to genes encoding nucleocapsid, phospho, matrix, fusion, 

25 hemagglutinin-neuraminidase and large proteins, respectively. 
Genes of viruses belonging to the subfamily Paramyxovirinae are 
represented in general as below: The NP gene is also generally 
described as the "N gene" . 
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30 

For example, database accession numbers for nucleotide 
sequences of Sendai virus genes classified into Re spirovi ruses of 
the family Paramyxoviridae are: M29343, M30202, M30203, M30204, 
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M51331, M55565, M69046 and X17218 for the NP gene; M30202, M30203, 
M30204, M55565, M69046, X00583, X17007 and X17008 for the P gene; 
D11446, K02742, M30202, M30203, M30204, M69046, U31956, X00584 and 
X53056 for the M gene; D00152, D11446, D17334, D17335, M30202, M30203, 
5 M30204, M69046, X00152 and X02131 for the F gene; D26475, M12397, 
M30202, M30203, M30204, M69046, X00586, X02808 and X56131 for the 
HNgene; andD00053, M30202, M30203, M30204, M69040, X00587 and X58886 
for the L gene . 

The term u gene" used herein means a genetic substance, which 

10 includes nucleic acids such as RNA, DNA, etc. In general, a gene may- 
or may not encode a protein. In the present invention, a nucleic acid 
encoding a protein is called a protein gene. For example, a gene may 
encode a functional RNA such as a ribozyme, antisense RNA, etc. A 
gene may have a naturally derived or artificially designed sequence. 

15 Herein, "DNA" includes single-stranded DNA and double- stranded DNA. 
The term "encoding a protein" refers to comprising an antisense or 
sense ORF, which encodes a protein amino acid sequence, such that 
a polynucleotide can be expressed under suitable conditions. 

In the present invention, there is no particular limitation as 

2 0 to the (-) strand RNA virus vector to be tested or produced. A preferred 
(-) strand RNA virus vector includes, for example, a vector exhibiting 
replicative capability, and which can self -replicate under 
conditions that ensure persistent complementation of the reduction 
or elimination of cell-surface M protein aggregation. For example, 

25 the genome of natural paramyxoviruses generally contains a short 
leader region at the 3 1 end, followed by six genes encoding the N, 
P, M, F, HN and L proteins, and a short 5' -trailer region at the other 
end. A paramyxovirus vector capable of self -replication can be 
produced by designing a genome comprising a structure similar to this. 

30 For example, a viral genome by which M protein localization is reduced 
or eliminated due to a mutation or deficiency in any one of these 
genes, or a viral genome comprising other genes by which M protein 
localization is reduced or eliminated, is constructed. Virus 
reconstitution is then carried out by transcribing the genome under 

35 a condition ensuring complementation of the deficiency. A vector 
expressing a foreign gene can be prepared by inserting the foreign 
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gene into the genome. In a (-) strand RNA virus vector of the present 
invention, the arrangement of the viral genes maybe modified to differ 
from that of the wild-type virus. 

In the present invention's viral vector in which particle 
5 formation ability has been reduced or eliminated, viral genes may 
be further deleted or mutagenized. For example, a viral vector 
comprising an M gene containing a temperature-sensitive mutation, 
or a viral vector with reduced particle formation ability due to M 
gene deletion, may contain mutations or deletions in the HN, F, and/or 

10 other viral genes. For example, and as described in the Examples, 
the present invention facilitates production of a vector comprising 
a temperature-sensitive M gene, and further comprising an HN, F and/or 
other gene carrying a temperature-sensitive mutation, or comprising 
a deletion of an F, HN and/or other gene. In addition, a vector 

15 comprising an M-gene deletion, and in which an F and/or HN gene has 
been deleted or carries mutations such as temperature-sensitive 
mutations, can be produced. When these vectors comprise a 
temperature- sensitive mutation, they are reconstituted at a 
permissive temperature. When a gene is deleted or deficient, 

20 reconstitution is carried out by supplying, in a trans-acting fashion, 
gene products comprising normal function. For example, genes 
encoding these gene products are chromosomally integrated into host 
cells, an expression vector coding the vector genome is introduced 
and expressed, the gene products are thus supplied to the host cells, 

25 and vector reconstitution can be carried out . The amino acid sequences 
of such gene products are not restricted to the virus -derived sequences 
themselves. If the nucleic acid-introducing activity of the viral 
vector to be produced is equivalent to or greater than that of the 
natural type, a mutation may be introduced into the sequence, or a 

30 homologous gene derived from another virus may be used instead of 
that sequence . 

Furthermore, it is possible to prepare a vector that contains, 
as an envelope, a protein different from the envelope protein of the 
virus from which the vector genome is derived. For example, when 
35 reconstituting a viral vector, a virus comprising a desired envelope 
protein can be produced by expressing in cells an envelope protein 
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different to that encoded by the viral genome on which the vector 
is based. Such a protein is not particularly restricted, and for 
example includes envelope proteins from other viruses, e.g., G protein 
(VSV-G) from vesicular stomatitis virus (VSV) . The (-) strand RNA 
5 virus vector of the present invention includes pseudo-type viral 
vectors comprising envelope proteins such as VSV-G protein, derived 
from viruses other than the virus from which the genome is derived. 

For example, (-) strand RNA virus vectors of the present 
invention include those comprising, on the surface of their envelope, 

10 proteins such as adhesion factors, ligands, and receptors, capable 
of adhering to specific cells. These proteins can also include, for 
example, chimeric proteins that comprise such proteins in 
extracellular regions, or that comprise viral envelope -derived 
polypeptides in intracellular regions . In this way, vectors targeting 

15 specific tissues can be created. These proteins may be encoded in 
the viral genome, or supplied on viral vector reconst itution by the 
expression of genes other than those in the genome (e.g. other 
expression vectors or host chromosome genes) . 

Viral genes comprised by the (-) strand RNA virus vector of this 

20 invention may be modified from wild- type genes in order to, for example, 
reduce immunogenicity by vector-derived viral proteins , or to enhance 
RNA transcription and replication efficiency. Specifically, in 
paramyxoviral vectors for example, transcription or replication 
functions can be enhanced by modifying at least one of the replication 

25 factors: NP gene, P/C gene, and L gene. The structural protein HN 
comprises both hemagglutinin and neuraminidase activities. If, for 
example, the activity of the former can be reduced, the stability 
of the virus in blood can be enhanced. If, for example, the activity 
of the latter can be modified, infect ivity can be regulated. Membrane 

30 fusion ability can be regulated by modifying the F protein, which 
is involved in membrane fusion. For example, by using analysis of 
the antigen-presenting epitopes and such of possible cell surface 
antigenic molecules, such as the F and HN proteins, a viral vector 
with weakened antigen-presenting ability against these proteins can 

35 be created. 

A viral vector with a deficient accessory gene can be used as 



39 



the (-) strand RNA virus vector of the present invention. For example, 
by knocking out the V gene, an SeV accessory gene, SeV pathogenicity 
to hosts such as mice is markedly decreased without damaging gene 
expression and replication in cultured cells (Kato, A. et al., 1997, 
5 J. Virol. 71: 7266-7272/ Kato, A. etal., 1997, EMBO J. 16:578-587; 
Curran, J. et al . , WO01/04272, EP1067179) . This kind of attenuated 
vector is particularly preferred as a viral vector for in vivo or 
ex vivo gene transfer. 

The genomic RNA of a viral vector of the present invention may 

10 include RNA encoding a foreign gene. Recombinant viral vectors 
comprising foreign genes can be obtained by inserting these foreign 
genes into the viral vector genome. Any gene whose expression is 
desired in target cells may be used as the foreign gene. The foreign 
gene may be a gene encoding a natural protein, or a gene modified 

15 by deletion, substitution, or insertion, as long as it encodes a 
protein functionally equivalent to the natural protein. 
Alternatively, it may encode a deletion- type natural protein, or an 
artificial protein, or the like. For example, if gene therapy is 
intended, a gene for treating the target disease is inserted into 

20 the viral vector DNA. If a foreign gene is inserted into the viral 
vector DNA, for example, into the Sendai virus vector DNA, it is 
preferable to insert a sequence comprising a nucleotide number of 
multiple six between the transcription termination sequence (E) and 
transcription initiation sequence (S) , etc. (Journal of Virology, 

25 Vol. 67, No. 8, 1993, p . 4822 -4830) . Foreign genes maybe inserted 
before and/or after each viral gene (e.g. the NP, P, M, F, HN and 
L genes) . The E-I-S sequence (transcription termination 
sequence -intervening sequence- transcription initiation sequence) or 
portion thereof is appropriately inserted before or after a foreign 

30 gene, and an E-I-S sequence unit is located between each gene so as 
to avoid interference with the expression of genes before and/or after 
the foreign gene. Alternatively, foreign genes can be inserted using 
IRES. 

Expression level of the inserted gene can be regulated by the 
35 type of transcription initiation sequence added upstream of the gene 
(WO01/18223) , as well as by the site of gene insertion and the 
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nucleotide sequences before and after the gene. In the example of 
the Sendai virus, the closer the insertion site is to the 3' -end of 
the negative -strand RNA of the viral genome (in the gene arrangement 
of the wild type viral genome, the closer to the NP gene) , the greater 
5 the expression of the inserted gene . To achieve high level expression 
of an inserted gene, the gene is preferably inserted into an upstream 
region (the 3 '-side in the minus - strand) , such as upstream of the 
NP gene (the 3' -side in the negative-strand) or between the NP and 
P genes. Conversely, the closer insertion is to the 5' -end of the 

10 negative -strand RNA (in the gene arrangement of the wild type viral 
genome, the closer to the L gene) , the greater the reduction in 
expression of the inserted gene. To suppress foreign gene expression 
to a low level, the foreign gene is inserted, for example, to the 
far most 5' -side of the negative -strand, that is, downstream of the 

15 L gene in the wild type viral genome (the 5' -side adjacent to the 
L gene in the negative- strand) or upstream of the L gene (the 3' -side 
adjacent to the L gene in the negative -strand) . Thus, the insertion 
position of a foreign gene can be properly adjusted so as to obtain 
a desired level of gene expression, or so as to optimize the combination 

20 of the foreign gene and the viral protein-encoding genes before and 
after it. Take, for example, the case where toxicity may be caused 
by overexpression of a gene introduced by inoculation using a high 
titer viral vector. In such a case, an appropriate therapeutic effect 
can be achieved not only by limiting the titer of the virus to be 

25 inoculated, but also by, for example, reducing the expression level 
of individual viral vectors, by inserting the gene into the vector 
at a position as close as possible to the 5' -terminus of the 
negative -strand genome, or by replacing the transcription initiation 
sequence with a less efficient sequence. 

30 High expression of a foreign gene is generally advantageous, 

so long as cytotoxicity does not occur . Thus it is preferable to ligate 
the foreign gene with a highly efficient transcription initiation 
sequence, and to insert the gene near the 3' -terminus of the 
negative -strand genome. Examples of preferable vectors include 

35 vectors where the foreign gene is located on the 3 '-side of any of 
the viral protein genes in the negative- strand genome of the (-) strand 
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RNA virus vector. For example, a vector in which the foreign gene 
is inserted upstream (at the 3' -side of the N gene-encoding sequence 
in the negative -strand) of the N gene is preferable. Alternatively, 
the foreign gene may be inserted immediately downstream of the N gene. 
5 A foreign gene may also be inserted into the genomic region from which 
a viral gene, such as the M and/or F genes, has been deleted. 

To simplify foreign gene insertion, a cloning site may be 
designed at the insertion point of the genome -encoding vector DNA. 
For example, the cloning site can be a restriction enzyme recognition 

10 sequence. A cloning site may also be a so-called multi-cloning site, 
comprising multiple restriction enzyme recognition sequences. The 
(-) strand RNA viral vectors of this invention may also retain other 
foreign genes at insertion sites other than these. 

In order to produce a (-) strand RNA virus vector, cDNA encoding 

15 the (-) strand RNA virus' genomic RNA is transcribed in mammalian cells , 
in the presence of viral proteins necessary for the reconstitut ion 
of RNP which comprises the (-) strand RNA virus' genomic RNA, i.e., 
in the presence of N, P, and L proteins. The viral RNP may be 
reconstituted by forming a negative strand genome (i.e., theantisense 

20 strand that is the same as the viral genome) or a positive strand 
(the sense strand encoding the viral proteins) . For improved 
reconstitution efficiency, formation of the positive strand is 
preferable. The 3' -leader and 5' -trailer sequence at the RNA ends 
is preferably reflects the natural viral genome as accurately as 

25 possible. To accurately control the 5' -end of the transcription 
product, a T7 RNA polymerase recognition sequence may be used as a 
transcription initiation site to express the RNA polymerase in cells. 
The 3 ' -end of the transcription product can be controlled, for example, 
by encoding a self -cleaving ribozyme onto this 3' -end, ensuring it 

30 is accurately cut (Hasan, M. K. etal., J. Gen. Virol. 78: 2813-2820 
(1997); Kato, A. et al . , EMBO J. 16: 578-587 (1997); and Yu, D. et 
al., Genes Cells 2: 457-466 (1997)). 

Recombinant Sendai virus vectors comprising a foreign gene can 
be constructed according to, for example, the descriptions in "Hasan, 

35 M. K. etal., J. Gen. Virol. 78: 2813-2820, 1997", "Kato, A. etal., 
1997, EMBO J. 16: 578-587" and "Yu, D. et al . , 1997, Genes Cells 2: 
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457-466". This method is outlined below: 

To introduce a foreign gene, a DNA sample comprising the cDNA 
nucleotide sequence of the desired foreign gene is first prepared. 
The DNA sample is preferably identified as a single plasmid 
5 electrophoretically at a concentration of 25 ng//xl or more. The 
following example describes the use of the NotI site in the insertion 
of a foreign gene into DNA encoding viral genomic RNA: If the target 
cDNA nucleotide sequence comprises a NotI recognition site, this site 
should be removed beforehand using a technique such as site-specific 

10 mutagenesis to change the nucleotide sequence, without changing the 
amino acid sequence it codes. The desired gene fragment is amplified 
and recovered from this DNA sample using PCR. By attaching NotI sites 
to the 5' -regions of the two primers, both ends of the amplified 
fragment become NotI sites . The E- 1 -S sequence (or its part, depending 

15 on the insertion site) is arranged such that it can be included in 
the primer, so that E-I-S sequence units can be placed between the 
ORFs either side of the viral genes, and the ORF of the foreign gene 
(after it has been incorporated into the viral genome) . 

For example, to assure cleavage by NotI, the forward side 

20 synthetic DNA sequence is arranged as follows : Two or more nucleotides 
(preferably four nucleotides excluding sequences such as GCG and GCC 
that are derived from the NotI recognition site; more preferably ACTT) 
are randomly selected on its 5' -side, and a NotI recognition site 
"gcggccgc" is added to its 3' -side. In addition, a spacer sequence 

25 (nine random nucleotides, or nucleotides of nine plus a multiple of 
six) and an ORF (a sequence equivalent to about 25 nucleotides and 
comprising the initiation codon ATG of the desired cDNA) are also 
added to the 3' -side. About 25 nucleotides are preferably selected 
from the desired cDNA, such that G or C are the final nucleotides 

30 on the 3 '-end of the forward side synthetic oligo DNA. 

The reverse side synthetic DNA sequence is arranged as follows: 
Two or more random nucleotides (preferably four nucleotides excluding 
sequences such as GCG and GCC that originate in the NotI recognition 
site; more preferably ACTT) are selected from the 5' -side, a NotI 

35 recognition site "gcggccgc" is added to the 3' -side, and an oligo 
DNA insertion fragment is further added to the 3' -side in order to 
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regulate length. The length of this oligo DNA is designed such that 
the number of nucleotides in the final PCR-amplif ied NotI fragment 
product, which comprises the E-I-S sequence, becomes a multiple of 
six (the so-called "rule of six"; Kolakofski, D. et al., J. Virol. 
5 72: 891-899, 1998; Calain, P. and Roux, L . , J. Virol. 67: 4822-4830, 
1993; Calain, P. and Roux, L., J. Virol. 67: 4822-4830, 1993). A 
sequence complementary to the Sendai virus S sequence, preferably 
5' -CTTTCACCCT-3 ' (SEQ ID NO: 1), a sequence complementary to the I 
sequence, preferably 5'-AAG-3', and a sequence complementary to the 

10 E sequence, preferably 5 ' -TTTTTCTTACTACGG-3 ' (SEQ ID NO: 2), are 
further added to the 3' -side of the inserted fragment. The 3 '-end 
of the reverse side synthetic oligo DNA is formed by the addition 
of a complementary sequence, equivalent to about 25 nucleotides 
counted in reverse from the termination codon of the desired cDNA, 

15 and whose length is selected such that G or C becomes the final 
nucleotide . 

PCR can be carried out according to the usual method with, for 
example, ExTaq polymerase (Takara Shuzo) . PCR is preferably 
performed using Vent polymerase (NEB) , and more preferably Pfu 

20 polymerase (Toyobo) . Desired fragments thus amplified are digested 
with NotI, and then inserted into the NotI site of the plasmid vector 
pBluescript. The nucleotide sequences of PCR products thus obtained 
are confirmed using a sequencer to select a plasmid comprising the 
right sequence. The inserted fragment is excised from the plasmid 

25 using NotI, and cloned to the NotI site of the plasmid carrying the 
genomic cDNA. Alternatively, recombinant Sendai virus cDNA can be 
obtained by directly inserting the fragment into the NotI site, without 
the mediation of the plasmid vector. 

For example, a recombinant Sendai virus genome cDNA can be 

30 constructed according to the method described in the references (Yu, 
D. et al., Genes Cells 2: 457-466, 1997; Hasan, M. K. et al., J. Gen. 
Virol. 78: 2813-2820, 1997) . For example, an 18-bp spacer sequence 
comprising a NotI restriction site (5 ' - (G) -CGGCCGCAGATCTTCACG-3 1 ) 
(SEQ ID NO: 3) is inserted into a cloned Sendai virus genome cDNA 

35 (pSeV( + ) ) between the leader sequence and the ORF encoding N protein, 
and thus a plasmid pSeV18 + b( + ) containing a self -cleaving ribozyme 
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site derived from the antigenomic strand of delta-hepatitis virus 
is obtained (Hasan, M . K. et al. t 1997, J. General Virology 78: 
2813-2820) . 

For example, in the case of M gene deletion, or introduction 
5 of a temperature-sensitive mutation to the M gene, the (-) strand virus' 
full genome cDNA is digested by a restriction enzyme, and the M 
gene -comprising fragments are collected and cloned into an 
appropriate plasmid. M gene mutagenesis or construction of an M 
gene-deficient site is carried out using this plasmid. The 

10 introduction of a mutation can be carried out, for example, using 
a QuikChange™ Site-Directed Mutagenesis Kit (Stratagene, La Jolla, 
CA) according to the method described in the kit directions. For 
example, M gene deficiency or deletion can be carried out using a 
combined PCR- ligation method, whereby deletion of all or part of the 

15 M gene ORF, and ligation with an appropriate spacer sequence, can 
be achieved. After obtaining an M gene -mutated or -deleted sequence 
of interest, fragments comprising the sequence are recovered, and 
the M gene region in the original full length cDNA is substituted 
by this sequence. Thus, viral genome cDNA or the like, comprising 

20 a temperature -sens it ive mutant M gene, can be prepared . Using similar 
methods, mutation can be introduced into, for example, F and/or HN 
genes . 

A ( - ) strand RNA virus vector in which particle formation ability 
has been reduced or eliminated can be produced by transcribing the 

25 DNA encoding the (-) strand RNA virus vector genome, and reconstituting 
the vector in cells under a condition ensuring the persistent 
complementation of the reduction or elimination of M protein 
localization. The present invention provides a DNA encoding the 
(-) strand RNA virus vector genome, to be used in the method of the 

30 present invention for producing recombinant (-) strand RNA virus 
vectors in which particle formation ability has been reduced or 
eliminated. Further, the present invention relates to the use of 
vector genome -encoding DNA for the present invention's method for 
producing recombinant (-) strand RNA virus vectors in which particle 

35 formation ability has been reduced or eliminated. Viral 
reconstitution from the viral vector DNA can be carried out using 
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a known method (W097/16539; W097/16538; Durbin, A. P. etal., 1991, 
Virology 235: 323-332; Whelan, S. P. etal., 1995, Proc . Natl. Acad. 
Sci. USA 92: 8388-8392; Schnell . M. J. et al . , 1994, EMBO J. 13: 
4195-4203; Radecke, F. etal., 1995, EMBO J. 14: 5773-5784; Lawson, 
5 N. D. et al., Proc. Natl. Acad. Sci. USA 92: 4477-4481; Garcin, D. 
et al., 1995, EMBO J. 14: 6087-6094; Kato, A. et al . , 1996, Genes 
Cells 1: 569-579; Baron, M. D. and Barrett, T., 1997, J. Virol. 71: 
1265-1271; Bridgen, A. and Elliott, R. M . , 1996, Proc. Natl. Acad. 
Sci. USA 93: 15400-15404) . Using these methods , (-) strand RNA viruses , 
10 or RNP as viral components, can be reconstituted from their DNA, 
including viruses such as parainfluenza virus, vesicular stomatitis 
virus, rabies virus, measles virus, rinderpest virus, Sendai virus, 
etc . 

Specifically, a recombinant (-) strand RNA virus vector can be 

15 produced by (a) transcribing a vector DNA encoding the negative strand 
RNA derived from a (-) strand RNA virus, or the complementary strand 
(positive strand) thereof, into cells expressing NP, P, and L proteins 
(helper cells), and (b) culturing these cells, or cells into which 
the viral vector obtained from these cells or its RNP constituent 

20 has been introduced, under a condition ensuring persistent 
complementation of the reduction or elimination of subcellular M 
protein localization (for example, the reduction or elimination of 
cell-surface M protein aggregation) , and then recovering viral 
particles from this culture supernatant. The RNA transcribed from 

25 the vector DNA forms an RNP complex with NP, L, and P proteins, and 
further viral particles, coated with the capsid containing the 
envelope protein, are formed in step (b) . In the present invention, 
the culture in step (b) is preferably carried out at a low temperature, 
specifically, at 35°C or lower, more preferably at 34°C or lower, 

30 further preferably at 33°C or lower, most preferably at 32°C or lower. 

When a temperature- sensitive mutant protein is used, culturing 
the above cells "under a condition ensuring persistent 
complementation of the reduction or elimination of subcellular M 
protein localization" means, specifically, culturing these cells at 

35 a permissive temperature. When producing a virus carrying a gene 
deficiency (or deletion) mutation, this means, for example, culturing 
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under a condition where the wild- type gene, or a gene comprising a 
function equivalent thereto, is persistently expressed, and more 
specifically, for example, culturing under a condition where such 
a gene(s) has been integrated in the chromosome of helper cells and 
5 is expressed. 

The DNA encoding the viral genome (vector DNA) which is to be 
expressed in the helper cells encodes the genome minus strand (negative 
strand RNA) or its complementary strand (positive strand RNA) . For 
example, the DNA encoding the negative strand RNA or its complementary 

10 strand is placed downstream of a T7 promoter, and then transcribed 
into RNA using T7 RNA polymerase. A desired promoter that does not 
comprise the T7 -polymerase recognition sequence can also be used. 
Alternatively, in-vitro transcribed RNA may be transfected into the 
helper cells . The strand to be transcribed in cells maybe the positive 

15 or negative strand of the viral genome, but to increase reconst itution 
efficiency, the positive strand is preferably transcribed. 

Methods for transferring vector DNA into cells include the 
following: 1) the method of preparing DNA precipitates that can be 
taken up by objective cells; 2) the method of preparing a positively 

20 charged DNA- comprising complex which has low cytotoxicity and can 
be taken up by target cells; and 3) the method of using electric pulses 
to instantaneously open holes in target cell membranes so that DNA 
molecules can pass through. 

In the above method 2) , a variety of transfection reagents can 

25 be utilized, examples being DOTMA (Boehringer) , Superfect (QIAGEN 
#301305) , DOTAP, DOPE, DOSPER (Boehringer #1811169) , etc. An example 
of method 1) is a transfection method using calcium phosphate, in 
which DNA that enters cells is incorporated into phagosomes, but is 
also incorporated into the nuclei in sufficient amounts (Graham, F. 

3 0 L. andVan DerEb, J. , 1973, Virology 52: 456; Wigler, M. and Silvers tein, 
S., 1977, Cell 11: 223). Chen and Okayama have investigated the 
optimization of the transfer technique, reporting that optimal 
precipitates can be obtained under conditions where 1) cells are 
incubated with co-precipitates in an atmosphere of 2% to 4% C0 2 at 

35 35 °C for 15 to 24 hours; 2) circular DNA with a higher activity than 
linear DNA is used; and 3) DNA concentration in the precipitate mixture 
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is 20 to 30 pg/ml (Chen, C. and Okayama, H., 1987, Mol . Cell. Biol. 
7: 2745) . Method 2) is suitable for transient transf ection . In an 
older known method, a DEAE-dextran (Sigma #D- 9885 , M.W. 5xl0 5 ) mixture 
is prepared in a desired DNA concentration ratio, and transf ection 
5 is performed. Since many complexes are decomposed inside endosomes, 
chloroquine may be added to enhance results (Calos, M. P., 1983, Proc . 
Natl. Acad. Sci . USA 80: 3015). Method 3) is referred to as 
electroporation, and is more versatile than methods 1) and 2) because 
it doesn' t involve cell selectivity. Method 3) is said to be efficient 

10 when conditions are optimal for pulse electric current duration, pulse 
shape, electric field potency (the gap between electrodes, voltage) , 
buffer conductivity, DNA concentration, and cell density. 

Of the above three categories, method 2) is easily operable, 
and facilitates examination of many test samples using a large numbers 

15 of cells. Transf ection reagents are therefore suitable for cases 
where DNA is introduced into cells for vector reconstitution. 
Preferably, Superfect Transf ection Reagent (QIAGEN, Cat. No. 301305) 
or DOSPER Liposomal Transf ection Reagent (Roche, Cat. No. 1811169) 
is used, but the transf ection reagents are not limited thereto. 

20 Specifically, the reconstitution of viral vectors from cDNA can 

be performed, for example, as follows: 

Simian kidney-derived LLC-MK2 cells are cultured to 70% to 80% 
confluency in 24-well to 6-well plastic culture plates, or 100 mm 
diameter culture dishes and such, using a minimum essential medium 

25 (MEM) containing 10% fetal calf serum (FCS) and antibiotics (100 
units/ml penicillin G and 100 |ig/ml streptomycin) . These cells are 
then infected, for example, at 2 PFU/cell with recombinant vaccinia 
virus vTF7-3 expressing T7 polymerase. This virus has been 
inactivated by UV irradiation treatment for 2 0 minutes in the presence 

30 of 1 |ig/ml psoralen (Fuerst, T. R. et al . , Proc. Natl. Acad. Sci. 
USA 83: 8122-8126, 1986; Kato, A. et al . , Genes Cells 1: 569-579, 
1996) . The amount of psoralen added and the UV irradiation time can 
be appropriately adjusted. One hour after infection, the lipof ection 
method or the like is used to transf ect cells with 2 jig to 60 (j,g, more 

35 preferably 3 jag to 30 (ag, of the above-described DNA, which encodes 
the genomic RNA of the recombinant Sendai virus in which particle 
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formation ability has been reduced or eliminated. Such methods use 
Superfect (QIAGEN) , and plasmids which express the trans-act ing viral 
proteins required for the production of viral RNP (0.5 jig to 24 jig 
of pGEM-N, 0.5 fig to 12 |ug of pGEM-P and 0.5 \ig to 24 jug of pGEM-L, 
5 more preferably, for example, 1 jig of pGEM-N, 0.5 jig of pGEM-P and 
1 |ig of pGEM-L) (Kato, A. et al . , Genes Cells 1: 569-579, 1996) . The 
ratio of expression vectors encoding N, P, and L is preferably 2:1:2. 
The amount of plasmid is appropriately adjusted, for example, to 1 
fig to 4 |ig of pGEM-N, 0 . 5 jig to 2 jig of pGEM-P, and 1 jig to 4 |ag of 

10 pGEM-L . If genes necessary for particle formation are co- transf ected 
at the time, the formed viral particles re-infect helper cells, and 
the virus can be further amplified. The transf ected cells are cultured 
in a serum-free MEM containing 100 |ig/ml each of rifampicin (Sigma) 
and cytosine arabinoside (AraC) if desired, more preferably 

15 containing only 40 (ig/ml of cytosine arabinoside (AraC) (Sigma) . 
Reagent concentrations are optimised for minimum vaccinia 
virus-caused cytotoxicity, and maximum recovery rate of the virus 
(Kato, A. et al., 1996, Genes Cells 1, 569-579). After transf ection, 
cells are cultured for about 48 hours to about 72 hours, recovered, 

20 and then disrupted by three repeated freezing and thawing cycles. 
LLC-MK2 cells are re- transf ected with the disrupted cells, and then 
cultured under a condition where the reduction or elimination of 
subcellular M protein localization is persistently complemented. In 
this process, viral particles are formed, and the virus is amplified. 

25 Alternatively, the culture supernatant can be recovered and added 
to the culture medium of cells being cultured for viral production. 
The cells are cultured for three to seven days. under a condition where 
the reduction or elimination of subcellular M protein localization 
is persistently complemented, and the culture solution is then 

30 collected. 

RNP may be introduced to cells as a complex formed together with, 
for example, lipof ectamine and a polycationic liposome . Specifically, 
a variety of transf ection reagents can be utilized. Examples of these 
are DOTMA (Roche) , Superfect (QIAGEN #301305) , DOTAP, DOPE, DOSPER 
35 (Roche #1811169), etc. Chloroquine may be added to prevent RNP 
decomposition in endosomes (Calos, M. P., 1983, Proc . Natl. Acad. 
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Sci. USA 80: 3015) . 

When reconstituting a viral vector deficient in the gene 
encoding the envelope protein, LLC-MK2 cells expressing the envelope 
protein may be used for transf ection, or co- transf ected with an 
5 envelope -expression plasmid. Alternatively, the viral vector can be 
amplified by overlaying the transfected cells onto LLC-MK2 cells 
expressing the envelope protein, and culturing these cells under a 
condition where the reduction or elimination of subcellular M protein 
localization is persistently complemented (see WO00/70055 and 

10 WO00/70070) . Alternatively, the above-mentioned cell lysate 
obtained by freeze- thawing may be inoculated through the allantoic 
membrane into 10 -day old embryonated chicken eggs, which are 
maintained under a condition where the reduction or elimination of 
subcellular M protein localization is persistently complemented, and 

15 the allantoic fluids are recovered after approximately three days. 
Viral titers in culture supernatants or allantoic fluids can be 
determined by assaying hemagglutination activity (HA) . HA can be 
determined by the "endo-point dilution method" (Kato, A. et al . , 1996, 
Genes Cells 1: 569-579; Yonemitsu, Y. & Kane da, Y., Hemaggulutinating 

20 virus of Japan- liposome -mediated gene delivery to vascular cells. 
Ed. by Baker AH. Molecular Biology of Vascular Diseases. Method in 
Molecular Medicine : Humana Press: pp. 295-306, 1999) . The allantoic 
fluid samples obtained are suitably diluted to remove potentially 
contaminated T7 polymerase expressing-vaccinia virus (for example, 

25 diluted 10 6 times) . The viruses can be amplified again in chicken 
eggs under a condition where the reduction or elimination of 
subcellular M- protein localization is persistently complemented. 
Re-amplification can be repeated, for example, three times or more. 
The viral stock obtained can be stored at -80°C. 

3 0 Potency of the recovered virus can be determined, for example, 

by measuring Cell-Infected Units (CIU) or hemagglutination activity 
(HA) (WOOO/70070; Kato, A. et al . , Genes Cells 1: 569-579 (1996); 
Yonemitsu, Y. and Kaneda, Y., "Hemaggulutinating virus of 
Japan-liposome-mediated gene delivery to vascular cells.", Ed. by 

35 Baker, A. H., Molecular Biology of Vascular Diseases. Methods in 
Molecular Medicine . , Humana Press . , pp. 295-306 (1999)). In the case 
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of vectors labeled with a marker gene, such as the green fluorescent 
protein (GFP) gene, the virus titer is quantified by directly counting 
infected cells using the marker as an indicator (e.g., as GFP-CIU) . 
Titers thus determined can be considered equivalent to CIU 
5 (WO00/70070) . 

Host cells used for reconstitution are not restricted as long 
as the viral vector can be reconstituted. For example, in the 
reconstitution of the Sendai virus vector and such, monkey 
kidney- derived LLCMK2 cells and CV-1 cells, cultured cells such as 

10 hamster kidney-derived BHK cells, human-derived cells, and so on, 
can be used. By expressing a suitable envelope protein in these cells, 
infective virions comprising this protein in the envelope can be 
obtained. Large amounts of a viral vector can be obtained by infecting 
the viral vector obtained from the above host into embryonated chicken 

15 eggs, to amplify this vector under a condition where the reduction 
or elimination of subcellular M protein localization is persistently 
complemented. The method of producing viral vectors using chicken 
eggs has already been developed ( "Shinkei-kagaku Kenkyu-no Saisentan 
Protocol III, Bunshi Shinkei Saibou Seirigaku (Leading edge 

20 techniques protocol III in neuroscience research, Molecular, Cellular 
Neurophysiology)", edited by Nakanishi , et al . , KOSEISHA, Osaka, 1993, 
pp. 153-172) . Specifically, for example, fertilized eggs are moved 
to an incubator, and the embryo is grown under culture for nine to 
twelve days at 37°C to 38°C. The viral vector is then inoculated into 

25 the allantoic membrane cavity, the egg is incubated for a few days 
to proliferate the viral vector, and the allantoic fluid containing 
the virus is then collected. Conditions such as culture duration 
change according to the recombinant virus amplified. Separation and 
purification of the viral vector from the allantoic fluid is done 

30 according to the usual methods ("Protocols of Virology" by Masato 
Tashiro, edited by Nagai and Ishihama, Medical View, pp. 68-73, 
(1995) ) . 

Specifically, for example, when intending to reconstitute a 
recombinant (-) strand RNA virus vector comprising a 
35 temperature-sensitive mutant M gene with which subcellular M protein 
localization is reduced or eliminated, the virus can be produced 
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through the steps of (a) transcribing a vector DNA encoding the 
negative strand RNA derived from the (-) strand RNA virus, or the 
complementary strand thereof (positive strand) , in cells expressing 
NP, P, and L proteins (helper cells) , and (b) culturing these cells, 
5 or cells in which the viral vector obtained from these cells or the 
RNP constituent thereof has been introduced, at a permissive or lower 
temperature, and recovering viral particles from the culture 
supernatant. In the present invention, particularly, it is 
preferable to carry out the culture of step (b) at a permissive or 
10 lower temperature. That is, 35°C or lower, more preferably 34°C or 
lower, further preferably 33 °C or lower, most preferably 32 °C or lower . 

A (-) strand RNA virus vector, in which M protein has been deleted, 
can be constructed and prepared as follows: 

<1> Construction of an M-deleted (-) strand RNA viral genome cDNA and 

15 M-expression plasmid 

The full-length genome cDNA of a (-) strand RNA virus is digested 
with restriction enzymes, and fragments containing the M gene are 
recovered and cloned into pUC18. The M gene deletion site is built 
in this plasmid. The M gene is deleted by the combined use of PCR 

20 and a ligation method. The M gene ORF is removed, and the remainder 
is ligated together with an appropriate spacer sequence. Thus, 
M-deleted genomic cDNA is constructed. DNAs encoding the genome 
regions upstream and downstream of the M gene are amplified using 
PCR, and these fragments are then ligated to produce a plasmid 

25 containing the full-length M-deleted (-) strand RNA viral genome cDNA. 
A foreign gene can be inserted, for example, into a restriction site 
within the M-deleted site. 

<2> Preparation of helper cells expressing the (-) strand RNA virus 
M protein in an inducible fashion 

30 To prepare a vector in which it is possible to express the 

(-) strand RNA virus M protein in an inducible fashion, for example, 
inducible promoters or expression regulating systems using 
recombination (such as Cre/loxP) are used. A Cre/loxP inducible 
expression plasmid directing expression of the (-) strand RNA viral 

35 M gene is constructed by amplifying the (-) strand RNA virus M gene 
using PCR, and for example, inserting it at a unique Swal site in 



52 



plasmid pCALNdlw, which has been designed to inducibly express gene 
products using Cre DNA recombinase (Arai, T. et al., J. Virology 72, 
1998, plll5-1121) . 

In order to recover infectious viral particles from an 
5 M-def icient genome, a helper cell line capable of persistently 
expressing M protein is established. For example, the monkey 
kidney-derived cell line LLC-MK2 or the like can be used for such 
cells. LLC-MK2 cells are cultured at 37°C in MEM containing 10% 
heat-treated immobilized fetal bovine serum (FBS) , 50 units/ml sodium 

10 penicillin G, and 50 |ag/ml streptomycin, under an atmosphere of 5% 
C0 2 . The above-mentioned plasmid, which has been designed to 
inducibly express the M gene products with Cre DNA recombinase, is 
introduced into LLC-MK2 cells using a calcium-phosphate method 
(mammalian transfection kit (Stratagene) ) according to known 

15 protocols. 

For example, 10 jag of M-expression plasmid is transfected into 
LLC-MK2 cells grown to be 40% confluent in a 10-cm plate. These cells 
are then incubated in an incubator at 37°C, in 10 ml of MEM containing 
10% FBS and under 5% C0 2 . After 24 hours of incubation, the cells 

20 are harvested and suspended in 10 ml of medium. The suspension is 
then plated onto five dishes of 10-cm diameter: 5 ml of the suspension 
are added to one dish, 2 ml to two dishes, and 0.2 ml to two dishes. 
The cells in each dish are cultured with 10 ml of MEM containing 10% 
FBS and 1200 jig/ml G418 (GIBCO-BRL) for 14 days; the medium is changed 

25 every two days. Thus, cell lines in which the gene has been stably 
introduced are selected. The G418 -resistant cells grown in the medium 
are harvested using cloning rings. Cells of each clone harvested are 
further cultured to confluence in a 10-cm plate. 

High level expression of M protein in helper cells is important 

30 in recovering a high titer virus. For this purpose, for example, the 
above selection of M-expressing cells is preferably carried out twice 
or more. For example, an M-expressing plasmid comprising a 
drug-resistance marker gene is transfected, and cells comprising the 
M gene are selected using the drug. Following this, an M-expressing 

35 plasmid comprising a marker gene resistant to a different drug is 
transfected into the same cells, and cells are selected using this 
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second drug-resistance marker. Cells selected using the second 
marker are likely to express M protein at a higher level than cells 
selected after the first transf ection. Thus, M-helper cells 
constructed through twice-repeated transf ections can be suitably 
5 applied. Since the M-helper cells can simultaneously express the F 
gene, production of infective viral particles deficient in both F 
and M genes is possible (see Examples) . In this case also, 
transfection of the F-gene-expressing plasmids more than twice is 
preferable in raising the level of F protein expression induction. 

10 M protein induction expression is achieved by incubating cells 

to confluence in a 6-cm dish, and then, for example, infecting these 
cells with adenovirus AxCANCre at M0I=~3, according to the method 
of Saito et al. (Saito et al. , Nucl. Acids Res. 23: 3816-3821 (1995) ; 
Arai, T. et al., J. Virol. 72, 1115-1121 (1998)). 

15 <3> Reconstitution and amplification of an M-deleted virus 

To produce recombinant M-def icient (-) strand RNA virus 
particles using cells that express wild-type M protein or an equivalent 
protein (M helper cells), the M-def icient (-) strand RNA virus RNP 
may be introduced into or produced in these cells. RNP can be 

20 introduced into M helper cells, for example, by the transfection of 
RNP-containing cell lysate into M helper cells, or by cell fusion 
induced by the co-cultivation of RNP-producing cells and M helper 
cells. It can also be achieved by transcribing genomic RNA into M 
helper cells and conducting de novo RNP synthesis the presence of 

25 N, P, and L proteins . A recombinant viral vector can be reconstituted 
and produced from a (-) strand RNA viral genome cDNA in which the M 
gene has been deleted. Specifically, this can be achieved by (a) 
transcribing a vector DNA encoding the M gene-deleted negative strand 
RNA (derived from the (-) strand RNA virus or the complementary strand 

30 thereof (positive strand) ) in cells expressing NP, P, and L proteins 
(helper cells) , and (b) culturing these cells, or cells in which the 
viral vector obtained from these cells or the RNP constituent thereof 
has been introduced, under a condition ensuring expression of the 
chromosomally integrated M gene in these or the transf ected cells, 

35 and then recovering viral particles from the culture supernatant. 
In the present invention, it is particularly preferable to carry out 
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the culture of step (b) at a permissive or lower temperature. Such 
a temperature can be 35°C or less, more preferably 34 °C or less, further 
preferably 33 °C or less, most preferably 32 °C or less. In the 
production of a vector using a temperature- sensitive mutant M protein, 
5 the process of producing viral particles is necessarily carried out 
at less than the permissive temperature. However, surprisingly, the 
present inventors found that in the present method, efficient particle 
production was possible when the process of viral particle formation 
was carried out at low temperatures, even when using the wild-type 

10 M protein. In step (a) , the expression of NP, P, and L proteins can 
be achieved, for example, by transfecting the expression plasmids 
encoding these proteins into cells. Further, in step (a) , M protein 
may be expressed in the helper cells (in the case of an F and/or HN 
gene-deficient virus, these genes may also be expressed) (see the 

15 Examples) . Alternatively, the cells to be used in step (b) , in which 
the M gene has been chromosomally integrated, can also be used in 
step (a).. RNP produced in step (a) can be introduced into the cells 
in step (b) , for example, by disrupting the cells of step (a) by 
f reeze-thawing, and then introducing the lysate into the cells of 

20 step (b) using known transfection reagents. 

Specifically, for example, a plasmid encoding the above 
M-deleted (-) strand RNA viral genome is transf ected into LLC-MK2 cells 
as follows: When inducing the transcription of genomic RNA using T7 
RNA polymerase, LLC-MK2 cells are plated in a 100-mm Petri dish at 

25 5xl0 6 cells/dish, and cultured for 24 hours. The cells are then 
infected at room temperature for one hour with T7 RNA 
polymerase-expressing recombinant vaccinia virus (PLWUV-VacT7) 
(MOI=2) , which has been treated with psoralen and long-wavelength 
ultraviolet light (365 nm) for 20 minutes (MOI=2~3, and preferably 

30 MOI=2 can also be used) (Fuerst, T.R. etal., Proc . Natl. Acad. Sci. 
USA 83, 8122-8126 (1986)). The vaccinia virus is irradiated with 
ultraviolet light using, for example, a UV Stratalinker 2400 equipped 
with five 15 watt bulbs (catalogue No. 400676 (100V) ; Stratagene, 
La Jolla, CA, USA). The cells are washed three times. Plasmids 

35 expressing the genomic RNA, and plasmids directing the expression 
of NP, P, and L proteins (optionally, of M protein and others) are 
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suspended in OptiMEM (GIBCO) , and SuperFect transfection reagent (1 
jag DNA/5 |nl SuperFect, QIAGEN) is added and mixed. The mixture is 
allowed to stand at room temperature for ten minutes, and then added 
to 3 ml of OptiMEM containing 3% FBS . Alternatively, plasmids 
5 expressing the genomic RNA and plasmids expressing the N, P, L, F, 
and HN proteins respectively, may be used to transfect cells using 
appropriate lipofection reagents. The ratio of plasmids can be, for 
example, 6:2:1:2:2:2, but it is not limited thereto . After culturing 
for three to five hours, the cells are washed twice with serum-free 

10 MEM, and then cultured for 24 to 70 hours in MEM containing 40 fig/ml 
cytosine-p-D-arabinofuranoside (AraC, Sigma) , and 7.5 /-ig/ml trypsin 
(GIBCO) . Herein, the cells may be overlaid with cells that express 
M protein continuously (M helper cells), at a density of about 8.5 
x 10 6 cells/dish, and then cultured for a further two days at 37°C 

15 in MEM containing 40 /ig/ml AraC and 7.5 fig/ml trypsin. The cultured 
cells are collected and the precipitate is suspended in OptiMEM at 
10 7 cells/ml. After mixing with the lipofection reagent DOSPER 
(Roche) by freezing and thawing three times (at 10 6 cells/25 fil) , the 
mixture is allowed to stand at room temperature for 15 minutes, and 

20 is then transf ected to the M-expressing helper cells that were cloned 
as described above (at 10 6 cells/well on a 12-well-plate) . The 
transfected cells are cultured in serum-free MEM (containing 40 fig/ml 
AraC and 7.5 /-tg/ml trypsin), preferably at a low temperature, and 
the supernatant is recovered. Transfection without the addition of 

25 a transfection reagent, such as Lippofection reagent DOSPER, is also 
possible in this process. Similarly, viral vectors with deficient 
F and/or HN proteins can be produced by deleting the F and/or HN genes 
from the genome, and then inducing co-expression of F and/or HN 
proteins in helper cells. 

30 According to the present invention, a viral vector can be 

released in to the external fluid of virus -producing cells, for example, 
at a titer of 1x10 s ClU/ml or more, preferably 1x10 s ClU/ml or more, 
more preferably 5xl0 6 ClU/ml or more, more preferably lxlO 7 ClU/ml 
or more, more preferably 5xl0 7 ClU/ml or more, more preferably lxlO 8 

35 ClU/ml or more, and more preferably 5xl0 8 ClU/ml or more. The virus 
titer can be measured by the methods described in the specification 
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and other literature (Kiyotani, K. et al . , Virology 177(1): 65-74 
(1990) ; WO00/70070) . 

One preferred embodiment of a method for reconstituting a 
recombinant viral vector from the M-deleted (-) strand RNA viral genome 
5 cDNA is as follows: Namely, the method comprises the steps of (a) 
transcribing a vector DNA encoding the negative strand RNA in which 
the M gene has been deleted (derived from the (-) strand RNA virus, 
or the complementary strand thereof (positive strand) ) in cells 
expressing the viral proteins necessary for the formation of infective 

10 viral particles (i.e., NP, NP, P, L, M, F, and HN proteins) (helper 
cells) ; (b) co-culturing these cells with cells expressing 
chromosomally integrated M gene (M helper cells) ; (c) preparing a 
cell extract from this culture; (d) introducing the extract into the 
cells expressing the chromosomally integrated M gene (M helper cells) 

15 and culturing these cells; and (e) recovering viral particles from 
the culture supernatant. Step (d) is preferably carried out under 
the low temperature conditions described above. The obtained viral 
particles can be amplified by re-infection of helper cells (preferably 
at low temperatures) . Specifically, the virus can be reconstituted 

20 according to the description in the Examples. 

When preparing a vector with deficient viral genes, for example, 
two or more vector types, each of which has a different deficient 
viral gene in it's viral genome, are introduced into the same cells. 
Each deficient viral protein is expressed and supplied by the other 

25 vector, this mutual complementation results in the formation of 
infective viral particles, and the viral vector can be amplified in 
the replication cycle. Namely, when two or more types of vector of 
the present invention are inoculated in combination to complement 
viral proteins, mixed viral gene-deficient viral vectors can be 

30 produced on a large scale and at a low cost. As these viruses lack 
viral genes, their genome is smaller than that of an intact virus, 
and they can thus comprise larger foreign genes. In addition, 
co-inf ectivity is difficult to maintain in these viruses, which are 
non-propagative due to viral gene deficiency, and are diluted outside 

35 of cells. Such vectors are thus sterile, which is advantageous from 
the viewpoint of controlling environmental release. 
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A recovered (-) strand RNA virus can be purified so as to be 
substantially pure. Purification can be performed by known 
purification and separation methods including filtration, 
centrifugation, column chromatographic purification, and such, or 
5 by combination thereof. "Substantially pure" used herein means that 
the virus, as a component, is the main proportion of the sample in 
which the virus exists. Typically, substantially pure viral vectors 
can be detected by confirming that the ratio of virus -derived protein 
to total protein in the sample (except protein added as a carrier 

10 or stabilizer) is 10% or more, preferably 20% or more, more preferably 
50% or more, more preferably 70% or more, more preferably 80% or more, 
and even more preferably 90% or more. Specifically, a (-) strand RNA 
virus can be purified, for example, by a method in which cellulose 
sulfate ester or crosslinked polysaccharide sulfate ester is used 

15 (Examined Published Japanese Patent Application (JP-B) No. Sho 
62-30752; JP-B Sho 62-33879; JP-B Sho 62-30753), a method in which 
adsorption to fucose sulf ate-containing polysaccharide and/or a 
decomposition product thereof is used (WO97/32010) , etc. 

When a viral vector is prepared using a therapeutic gene as the 

20 foreign gene, gene therapy can be carried out by administering that 
viral vector. In applying viral vectors produced by this invention 
to gene therapy, it is possible to express a foreign gene expected 
to comprise treatment effects, or an endogenous gene which is in 
insufficient supply in the patient's body. This can be achieved by 

25 either direct (in vivo) or indirect (ex vivo) administration of the 
complex. There is no particular limitation as to the type of foreign 
gene, and they may include nucleic acids that encode proteins, and 
nucleic acids that do not encode proteins, such as an antisense or 
ribozyme nucleic acids. 

30 A (-) strand RNA virus vector produced by the method of the 

present invention can be formulated into a composition, as required, 
by combining it with a desired pharmaceut ically acceptable carrier 
or solvent. A "pharmaceutically acceptable carrier or solvent" 
refers to a material that can be administered along with the vector, 

35 and that does not significantly inhibit gene transfer of that vector. 
For example, a vector can be formulated into a composition by 
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appropriately diluting it with physiological saline, 
phosphate-buffered physiological saline (PBS) , or so on. When the 
(-) strand RNA virus vector is propagated in chicken eggs or so on, 
the composition may contain allantoic fluid. Further, a composition 
5 comprising the vector may contain carriers or solvents such as 
deinonized water and 5% dextrose solution. In addition to these, the 
composition can contain vegetable oil, suspending agent, detergent, 
stabilizer, biocide, etc. Further, preservatives and other additives 
can be added to the composition. Compositions containing the 

10 ( - ) strand RNA virus vector are useful as reagents and pharmaceuticals . 

Vector dosage depends on the type of disease, the patient's 
weight, age, sex and symptoms, the purpose of administration/ the 
dosage form of the composition to be administered, the method of 
administration, type of gene to be introduced, etc. However, those 

15 skilled in the art can determine the dosage properly. The 
administration dose of a (-) strand RNA virus vector is preferably 
within about 10 5 to 10 11 ClU/ml, more preferably within about 10 7 to 
10 9 ClU/ml, most preferably within about 1x10 s to 5xl0 8 ClU/ml. It is 
preferable to administer the vector mixed with pharmaceutically 

20 acceptable carriers. The preferred dose for each administration to 
a human individual is 2x 10 9 to 2x 10 10 CIU. Administration can be 
carried out one or more times within the limits of clinically 
acceptable side effects. The frequency of daily administration can 
be similarly determined. When administering the viral vector to 

2 5 animals other than humans, for example, the dose to be administered 
can be determined by converting the above dose based on the weight 
ratio, or the volume ratio of the administration target sites (for 
example, an average value) between the target animals and humans. 
A composition containing the (-) strand RNA virus vector can be 

30 administered to all mammalian species including humans, monkeys, mice, 
rats, rabbits, sheep, cattle, dogs, etc. 

Brief Description of the Drawings 

Fig. 1 shows a schematic representation of the construction of 
35 an F-deleted SeV genome cDNA in which a temperature-sensitive mutation 
has been introduced into the M gene . 
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Fig. 2 shows the structures of viral genes constructed to 
suppress secondary particle release based on temperature-sensitive 
mutations introduced into the M gene, and viral genes constructed 
or used to test and compare the effects of these introduced mutations. 
5 Fig. 3 shows microscopic images representing GFP expression in 

cells (LLC-MK2/F7/A) persistently expressing F protein, which were 
cultured at 32°C and 37°C for six days after infection with 

SeV18+/AF-GFP or SeV18+/MtsHNtsAF-GFP . 

Fig. 4 shows a picture representing the result of 

10 semi-quantitative determination, over time and using 
Western-blotting, of F protein expression levels in cells 
(LLC-MK2/F7/A) persistently expressing SeV-F protein, which were 
cultured in trypsin-f ree, serum-free MEM at 32°C or 37°C. 

Fig. 5 shows microscopic images representing GFP expression in 

15 LLC-MK2 cells which were cultured at 32°C, 37°C or 38°C for three 
days after infection with SeV18+GFP, SeV18+/AF-GFP or 
SeV18+/MtsHNtsAF-GFP at MOI=3 . 

Fig. 6 shows hemagglutination activity (HA activity) in the 
culture supernatant, which was sampled over time (fresh medium was 

20 introduced at the same time) , of LLC-MK2 cells cultured at 32°C, 37°C 
or 38°C after infection with SeV18+GFP, SeV18+/AF-GFP or 
SeV18+/MtsHNtsAF-GFP at M0I= 3. 

Fig. 7 shows pictures representing the ratio of M protein level 
in cells to that in virus-like particles (VLPs) . This ratio was 

25 determined by Western-blotting using an ant i-M antibody. The culture 
supernatant and cells were recovered from a LLC-MK2 cell culture 
incubated at 37°C for two days after infection with SeV18+GFP, 
SeV18+/AF-GFP or SeV18 + /MtsHNtsAF-GFP at MOI = 3 . Each lane contained 
the equivalent of 1/10 of the content of one well from a 6-well plate 

3 0 culture. 

Fig. 8 shows SEAP activity in the culture supernatant of LLC-MK2 
cells cultured for 12, 18, 24, 50, or 120 hours after infection with 
SeV18+SEAP/AF-GFP or SeV18+SEAP/MtsHNtsAF-GFP at M0I=3 . 

Fig. 9 shows HA activity in the culture supernatant of LLC-MK2 
35 cells cultured for 24, 50, or 120 hours after infection with 
SeV18+SEAP/AF-GFP or SeV18+SEAP/MtsHNtsAF-GFP at M0I=3 . 



60 



Fig. 10 shows a picture representing the quantity of VLPs 
determined by Western-blotting using an anti-M antibody. LLC-MK2 
cells were cultured for five days after infection with 
SeV18+SEAP/AF-GFP or SeV18+SEAP/MtsHNtsAF-GFP at MOI=3 . The culture 
5 supernatant was centrifuged to recover the viruses. Each lane 
contained the equivalent of 1/10 of the content of one well from a 
6-well plate culture. 

Fig. 11 shows cytotoxicity estimates based on the quantity of 
LDH released into the cell culture medium. LLC-MK2, BEAS-2B or CV-1 
10 cells were infected with SeV18+GFP, SeV18+/AF-GFP or 
SeV18+/MtsHNtsAF-GFP at MOI = 0.01, 0.03, 0.1, 0.3, 1, 3, or 10. Cells 
were cultured in a serum-free or 10% FBS-containing medium, and the 
cytotoxicity assay was carried out three or six days after infection, 
respectively. 

15 Fig. 12 shows pictures representing the subcellular 

localization of M protein in LLC-MK2 cells cultured at 32°C, 37°C 
or 38°C for two days after infection with SeV18+GFP, SeV18+/AF-GFP 
or SeV18+/MtsHNtsA-F-GFP at M0I=1, which was observed by 
immunostaining using an anti-M antibody. 

20 Fig. 13 shows stereo three-dimensional images for the 

subcellular localization of M and HN proteins observed under a conf ocal 
laser microscope. A-10 cells were infected with SeV18+SEAP/AF-GFP 
or SeV18+SEAP/MtsHNtsAF-GFP at MOI = l, and then cultured at 32°C or 
37°C for one day. These images were obtained by immunostaining using 

2 5 an anti-M antibody and anti-HN antibody. 

Fig. 14 shows stereo three-dimensional images for the 
subcellular localization of M and HN proteins observed under a conf ocal 
laser microscope. A-10 cells were infected with SeV18+SEAP/AF-GFP 
or SeV18+SEAP/MtsHNtsAF-GFP at MOI = l, and then cultured at 32 °C or 

30 37°C for two days . These images were obtained by immunostaining using 
an anti-M antibody and anti-HN antibody. 

Fig. 15 shows pictures representing the effect of microtubule 
depolymerization reagent on the subcellular localization of M and 
HN proteins . A-10 cells were infected with SeV18+SEAP/MtsHNtsAF-GFP 

35 at MOI=l, and a microtubule depolymerization reagent, colchicine or 
colcemid, was immediately added to these cells at a final concentration 
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of 1 |oM . The cells were cultured at 32 °C. After two days,, the cells 
were immunostained with an anti-M antibody and anti-HN antibody and 
then observed under a confocal laser microscope. These photographs 
show stereo three-dimensional images of the subcellular localization 
5 of M and HN proteins . 

Fig. 16 shows pictures representing the effect of microtubule 
depolymerization reagent on the subcellular localization of M and 
HN proteins. A-10 cells were infected with SeV18+/AF-GFP or 
SeV18+/MtsHNtsAF-GFP at M0I=1, and a microtubule depolymerization 
10 reagent, colchicine, was immediately added to the cells at a final 
concentration of 1 pM. The cells were cultured at 32°Cor 37°C. After 
two days, these cells were immunostained with anti-M antibody and 
anti-HN antibody, and then observed under a confocal laser microscope . 
These photographs show stereo three-dimensional images for the 
15 subcellular localization of M and HN proteins. 

Fig. 17 shows the construction scheme of the genome cDNA of the 
F-deficient SeV comprising P and L gene mutations. 

Fig. 18 shows the result of the secondary release of viral 
particles from cells infected by the F-deficient SeV comprising P 
20 and L gene mutations. "dF" represents SeV18+/AF-GFP . M P86" 
represents SeV18+/P86Lmut AF-GFP. "PBll" represents 

SeV18+/P511Lmut AF-GFP . 

Fig. 19 shows the cytotoxicity results for the F-deficient SeV 
comprising P and L gene mutations. "P86" represents SeV18+/P86Lmut 
25 AF-GFP. "P511" represents SeV18+/P511Lmut AF-GFP . "DF" represents 
SeV18+/ AF-GFP. 

Fig. 2 0 shows the change in the number of cells expressing the 
introduced gene (GFP) in the CV-1 cells that were infected by the 
F-deficient SeV comprising P and L gene mutations. "P86" represents 

30 SeV18+/P86Lmut AF-GFP. "P511" represents SeV18+/P511Lmut -AF-GFP . 
"dF" represents SeV18 + / AF-GFP . 

Fig. 21 shows photographs representing expression of the 
introduced gene (GFP) in the CV-1 cells that were infected by the 
F-deficient SeV comprising P and L gene mutations. "P86" represents 

35 SeV18+/P86Lmut AF-GFP. "P511" represents SeV18+/P511Lmut -AF-GFP . 
" AF" represents SeV18+/ AF-GFP . 
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Fig. 22 shows the constitutive expression of the introduced gene 
(SEAP) in cells infected with F-def icient SeV comprising P and L gene 
mutations. "NC" represents the negative control into which no vector 
was introduced. "dF" represents SeV18+SEAP/ AF-GFP. "p86" 
5 represents SeV18+SEAP/P86Lmut AF-GFP. "P511" represents 

SeV18+SEAP/P511Lmut-AF-GFP. 

Fig. 2 3 shows the result of the secondary release of viral 
particles from the cells that were infected by the F-deficient SeV 
(SEAP gene-comprising type) comprising P and L gene mutations. "dF" 
10 represents SeV18+SEAP/ AF-GFP . "p86" represents SeV18+SEAP/P86Lmut 
•AF-GFP. "P511" represents SeV18+SEAP/P511Lmut'AF-GFP . 

Fig. 24 shows cytotoxicity results for F-deficient SeV (SEAP 
gene -comprising type) comprising P and L gene mutations. "dF+SEAP" 
represents SeV18+SEAP/ AF-GFP. "p86+SEAP" represents 

15 SeV18+SEAP/P86Lmut AF-GFP. "P511+SEAP" represents 

SeV18+SEAP/P511Lmut-AF-GFP. 

Fig. 25 shows the genomic structure of the F-deficient SeV 
comprising temperature-sensitive mutations in the M and HN genes and 
mutations in the P and L genes. 
20 Fig. 26 shows the construction scheme for the genome cDNA of 

the F-deficient SeV comprising temperature- sensitive mutations in 
the M and HN genes and mutations in the P and L genes. 

Fig. 2 7 shows the result of the secondary release of viral 
particles from cells infected with F-deficient SeV comprising 
25 temperature-sensitive mutations in the M and HN genes and mutations 
in the P and L genes . "dF" represents SeV18 + / AF-GFP . "ts" represents 
SeV18+/MtsHNts AF-GFP. M ts+86 M represents SeV18+/MtsHNts P86Lmut- 
AF-GFP. "ts+511" represents SeV18+/MtsHts P511Lmut AF-GFP . 

Fig. 28 shows cytotoxicity results for F-deficient SeV 
30 comprising temperature-sensitive mutations in the M and HN genes and 
mutations in the P and L genes. "dF" represents SeV18+/ AF-GFP. "ts" 
represents SeV18+/MtsHNts AF-GFP. "ts+86" represents 

SeV18+/MtsHNts P86Lmut -AF-GFP . M ts+511 M represents SeV18+ /MtsHts 
PSllLmut AF-GFP. 

35 Fig. 29 shows the results of time-course expression for a foreign 

gene in the F-deficient SeV (foreign gene -comprising type) comprising 
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temperature-sensitive mutations in the M and HN genes and mutations 
in the P and L genes. "dF" represents SeV18+SEAP/ AF-GFP . "ts+86" 
represents SeV18+SEAP/MtsHNts P86Lmut-AF-GFP . "ts+511" represents 
SeV18+SEAP/MtsHNts P511Lmut-AF-GFP . 
5 Fig. 30 shows the results of cytotoxicity time-courses for the 

F-deficient SeV (foreign gene -comprising type) comprising 
temperature-sensitive mutations in the M and HN genes and mutations 
in the P and L genes. "dF" represents SeV18+SEAP/ AF-GFP. 
"dF/ts+P86L" represents SeV18+SEAP/MtsHNts P86Lmut • AF-GFP. 
10 n dF/ts+P511L" represents SeV18+SEAP/MtsHNts PBllLmut- AF-GFP. 

Fig. 31 shows a schematic representation of the construction 
of an M-deleted SeV genome cDNA comprising the EGFP gene. 

Fig. 32 shows a schematic representation of the construction 
of an F- and M-deleted SeV genome cDNA. 
15 Fig. 33 shows the structures of the constructed F- and/or 

M-deleted SeV genes. 

Fig. 34 shows a schematic representation of the construction 
of an M gene-expressing plasmid comprising the hygromyc in -resistance 
gene . 

20 Fig. 35 shows pictures representing a semi -quantitative 

comparison, by Western-blotting, of the expression levels of M and 
F proteins in cloned cells inducibly expressing the cloned M protein 
(and F protein) ; following infection with a recombinant adenovirus 
(AcCANCre) that expresses Cre DNA recombinase. 

25 Fig. 36 shows pictures representing the viral reconstitution 

of M-deleted SeV (SeV18+/AM-GFP) with helper cell (LLC-MK2/F7/M) 
clones #18 and #62. 

Fig. 37 shows the viral productivity of SeV18+/AM-GFP (CIU and 
HAU time courses) . 

30 Fig. 38 shows pictures and an illustration representing the 

result of RT-PCR confirming gene structure in SeV18 + /AM-GFP virions. 

Fig. 39 shows pictures representing the result of a comparison 
of SeV18+/AM-GFP with SeV18+GFP and SeV18+/AF-GFP, where, after 
infection of LLC-MK2 cells, Western-blotting was carried out on the 

35 viral proteins from these cells and cell cultures to confirm the viral 
structure of SeV18+/AM-GFP from a protein viewpoint. 
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Fig. 40 shows pictures representing a quantitative comparison 
of virus-derived proteins in the culture supernatant of LLC-MK2 cells 
infected with SeV18+/AM-GFP and SeV18 + /AF-GFP (a series of dilutions 
were prepared and assayed using Western-blotting) . Anti-SeV antibody 
5 was used. 

Fig. 41 shows HA activity in the culture supernatant, collected 
over time, of LLC-MK2 cells infected with SeV18+/AM-GFP or 
SeV18+/AF-GFP at M0I=3 . 

Fig . 42 shows fluorescence microscopic images obtained five days 

10 after LLC-MK2 cells were infected with SeV18+/AM-GFP or SeV18+/AF-GFP 
at M0I=3 . 

Fig. 43 shows fluorescence microscopic images of LLC-MK2 cells 
prepared as follows: LLC-MK2 cells were infected with SeV18+/AM-GFP 
or SeV18+/AF-GFP at MOI=3, and then five days after infection the 
15 culture supernatant was recovered and transf ected into LLC-MK2 cells 
using a cationic liposome (Dosper) . Microscopic observation was 
carried out after two days. 

Fig. 44 shows pictures representing the viral reconstitution 

of F- and M-deleted SeV (SeV18+/AMAF-GFP) . 
20 Fig. 45 shows fluorescence microscopic images obtained three 

and five days after cells expressing both M and F (LLC-MK2/F7/M62/A) 

were infected with SeV18+/AM-GFP or SeV18+/AF-GFP . 

Fig. 46 shows the construction scheme of M or G gene 
expression- inducing vectors comprising the zeocin-select ive marker. 
25 Fig. 47 shows photographs representing the expression of M and 

F proteins in helper cells expressing M and F. 

Fig. 4 8 shows photographs representing the GFP expression in 
cells infected by M/F double-deficient SeV comprising the GFP gene. 

Fig. 49 shows the result of virus production by cells infected 
30 by M/F double-deficient SeV comprising the GFP gene. 

Fig. 50 shows photographs indicating the result of confirmation 
of the M/F double-deficient SeV genomic structure using RT-PCR. "dF" 
represents SeV18+/ AF-GFP . " dM " represents SeV18+/ AM-GFP . 11 dMdF " 
represents SeV18+/ AM AF-GFP . 
35 Fig. 51 shows photographs representing the result of 

confirmation of the absence of M and F protein expression in cells 
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infected by M/F double-deficient SeV. 

Fig. 52 shows the results of analysis of the presence and absence 
of the secondary release of viral particles from cells infected by 
M/F double-deficient SeV, analyzed by measuring HA activity. 
5 Fig. 53 shows photographs representing the results of analysis 

of the presence and absence of the secondary release of viral particles 
from cells infected by M/F double-deficient SeV, analyzed using 
culture supernatant fluid transf ection. 

Fig. 54 shows photographs representing the infect ivity of M/F 
10 double-deficient SeV and M-def icient SeV in nerve cells of the cerebral 
cortex. 

Fig . 55 shows photographs representing the expression of induced 
genes after the in vivo application of M/F double-deficient SeV and 
M-def icient SeV into Mongolian gerbil brains. 
15 Fig. 56 shows the results of infect ivity-dependent cytotoxicity 

for M/F double-deficient SeV and M-def icient SeV. "Positive control" 
represents SeV with full replicative activity (Sevl8+GFP) . "dF" 
represents SeV18+/ AF-GFP . "dM" represents SeV18 + / AM-GFP . "dMdF" 
represents SeV18+/ AM AF-GFP . 

20 

Best Mode for Carrying Out the Invention 

The present invention is illustrated in detail below with 
reference to Examples, but is not to be construed as being limited 
thereto. All references cited herein are incorporated by reference. 

25 

[Example 1] Construction of an F-deleted SeV genome cDNA in which 
temperature-sensitive mutations have been introduced 

Fig. 1 shows a scheme that represents the construction of a 
F-deficient Sev genome cDNA introduced with temperature-sensitive 

30 mutations, described as follows: An F-deleted full -length Sendai 
viral genome cDNA containing the EGFP gene at the F deletion site 
(pSeV18+/AF-GFP: Li, H.-O. et al . , J. Virology 74, 6564-6569 (2000); 
WO00/70070) was digested with Nael. The M gene-containing fragment 
(4922 bp) was separated using agarose electrophoresis . After cutting 

35 the band of interest out, the DNA was recovered by QIAEXII Gel 
Extraction System (QIAGEN, Bothell, WA) and subcloned into 
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pBluescript II (Stratagene, La Jolla, CA) at the EcoRV site 
(pBlueNaelf rg-AFGFP construction) . Introduction of 

temperature-sensitive mutations into the M gene of pBlueNaelf rg-AFGFP 
was achieved using a QuikChange™ Site-Directed Mutagenesis Kit 
5 (Stratagene, La Jolla, CA) , according to kit method. The three types 
of mutation introduced into the M gene were G69E, T116A and A183S, 
based on the sequence of the CI. 151 strain reported by Kondo et al. 
(Kondo, T. et al . , J. Biol. Chem. 268: 21924-21930 (1993)). The 
sequences of the synthetic oligonucleotides used to introduce the 

10 mutations were: G69E 

(5 ' -gaaacaaacaaccaatctagagagcgtatctgacttgac-3 1 /SEQ ID NO: 4, 
5 1 -gtcaagtcagatacgctctctagattggttgtttgtttc-3 1 /SEQ ID NO: 5), T116A 
(5 ' -attacggtgaggagggctgttcgagcaggag-3 • /SEQ ID NO: 6, 

5 ' -ctcctgctcgaacagccctcctcaccgtaat-3 ' / SEQ ID NO: 7) and A183S 

15 (5 1 -ggggcaatcaccatatccaagatcccaaagacc-3 ■ /SEQ ID NO: 8, 

5 ' -ggtctttgggatcttggatatggtgattgcccc-3 ■ /SEQ ID NO: 9). 

The plasmid pBlueNaelf rg-AFGFP, whose M gene contains the three 
mutations, was digested with Sail and then partially digested with 
ApaLI. The fragment containing the entire M gene was then recovered 

20 (2644 bp) . pSeV18+/AF-GFP was digested with ApaLl/Nhel, and the HN 
gene -containing fragment (6287 bp) was recovered. The two fragments 
were subcloned into Litmus3 8 (New England Biolabs, Beverly, MA) at 

the Sall/Nhel site (LitmusSall/Nhelf rg-MtsAFGFP construction) . 
Temperature-sensitive mutations were introduced into the 

25 LitmusSall/Nhelf rg-MtsAFGFP HN gene in the same way as for the 
introduction of mutations into the M gene, by using a QuikChange™ 
Site-Directed Mutagenesis Kit according to kit method. The three 
mutations introduced into the HN gene were A262T, G264R and K461G, 
based on the sequence of ts271 strain reported by Thompson et al. 

30 (Thompson, S.D. et al . , Virology 160: 1-8 (1987)) . The sequences of 
the synthetic oligonucleotides used to introduce the mutations were: 
A262T/G264R (5 ' - catgctctgtggtgacaacccggactaggggttatca- 3 ' /SEQ ID 
NO: 10, 5 1 -tgataacccctagtccgggttgtcaccacagagcatg-3 ' /SEQ ID NO : 11), 
and K461G (5 ' -cttgtctagaccaggaaatgaagagtgcaattggtacaata-3 ' /SEQ ID 

35 NO: 12, 5 ' - tattgtaccaattgcactcttcatttcctggtctagacaag- 3 ' /SEQ ID NO : 
13) . The mutations were introduced into the M and HN genes in separate 
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vectors, but it is also possible to introduce all of the mutations 
into both M and HN genes by using a plasmid (LitmusSall/Nhelf rg-AFGFP) 
obtained by subcloning, at the Sall/Nhel site of Litmus38, a fragment 
containing the M and HN genes (8931 bp) , provided by digesting 
5 pSeV18+/AF-GFP with Sall/Nhel . Successive introduction of mutations 
resulted in the introduction of six temperature-sensitive mutations 
in total; three mutations on the M gene, and three mutations on the 
HN gene (LitmusSall/Nhelf rg-MtsHNtsAFGFP construction) . 

LitmusSall/Nhelf rg-MtsHNtsAFGFP was digested with Sall/Nhel 
10 and a 8931 bp fragment was recovered. Another fragment (82 94 bp) , 
lacking the M and HN genes and such, was recovered on digestion of 

pSeV18 + /AF-GFP with Sall/Nhel. Both fragments were ligated together 
to construct the F-deleted full-length Sendai virus genome cDNA 
(pSeV18+/MtsHNtsAF-GFP) comprising the six temperature-sensitive 

15 mutations in the M and HN genes, and the EGFP gene at the site of 
the F deletion (Fig. 2) . 

Further, to quantify the expression level of genes in the plasmid, 
a cDNA containing the secretory alkaline phosphatase (SEAP) gene was 
also constructed. Specifically, Not I was used to cut out an SEAP 

20 fragment (163 8 bp) , comprising the termination signal -intervening 
sequence-initiation signal downstream of the SEAP gene (WO00/70070) . 
This fragment was recovered and purified following electrophoresis. 
The fragment was then inserted into pSeV18+/AF-GFP and 
pSeV18+/MtsHNtsAF-GFP at their respective NotI sites. The resulting 

25 plasmids were named pSeV18+SEAP/AF-GFP and pSeV18+SEAP/MtsHNtsAF-GFP, 
respectively (Fig. 2) . 

[Example 2] Reconstitution and amplification of a virus in which 

temperature-sensitive mutations had been introduced 
30 Viral reconstitution was performed according to the report by 

Li et al. (Li, H.-O. et al . , J. Virology 74. 6564-6569 (2000); 

WO00/70070) . Since F was deleted in the virus, F protein helper cells 

were utilized, prepared using an inducible Cre/loxP expression system. 

The system uses a pCALNdLw plasmid, designed for Cre DNA 
35 recombinase-mediated inducible gene product expression (Arai, T. et 

al., J. Virol. 72: 1115-1121 (1988)). In this system, the inserted 
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gene is expressed in a transf ormant carrying this plasmid, by using 
the method of Saito et al . to infect the transf ormant with a recombinant 
adenovirus (AxCANCre) expressing Cre DNA recombinase (Saito, I. et 
al. , Nucl. Acid. Res. 23, 3816-3 821 (1995) , Arai, T. et al. , J. Virol. 
5 72, 1115-1121 (1998)). In the case of the SeV-F protein, the 
transformed cells comprising the F gene are herein referred to as 
LLC-MK2/F7 , and cells persistently expressing the F protein after 
induction by AxCANCre are herein referred to as LLC - MK2 / F 7 / A . 

Reconstitution of the virus comprising the 

10 temperature-sensitive mutations was carried out as follows: LLC-MK2 
cells were plated on to a 100-mm dish at 5x 10 6 cells/dish, and then 
cultured for 24 hours . T7 polymerase-expressing recombinant vaccinia 
virus, which had been treated with psoralen and long-wavelength 
ultraviolet light (365 nm) for 20 minutes (PLWUV-VacT7 : Fuerst, T.R. 

15 et al., Proc. Natl. Acad. Sci. USA 83, 8122-8126 (1986) ), was infected 
(MOI=2) to these cells at room temperature for one hour. The cells 
were washed with serum-free MEM. Plasmids, pSeV18+/MtsHNtsAF-GFP, 
pGEM/NP, pGEM/P, pGEM/L and pGEM/F-HN (Kato, A. et al . , Genes Cells 
1, 569-579 (1996)), were suspended in Opt i -MEM (Gibco-BRL, Rockville, 

20 MD) at amounts of 12 jig, 4 |ig, 2 jig, 4 ng and 4 jig/dish, respectively. 
SuperFect transf ection reagent (Qiagen, Bothell, WA) corresponding 
to 1 jig DNA/ 5 \il was added and mixed. The resulting mixture was allowed 
to stand at room temperature for 15 minutes, and then added to 3 ml 
of Opti-MEM containing 3% FBS . This mixture was added to the cells. 

25 After being cultured for five hours, the cells were washed twice with 
serum-free MEM, and cultured in MEM containing 40 jug/ml cytosine 
P-D-arabinofuranoside (AraC: Sigma, St. Louis, MO) and 7.5 |ig/ml 
trypsin (Gibco-BRL, Rockville, MD) . After 24 hours of culture, cells 
persistently expressing F protein ( LLC - MK2 / F7 / A : Li, H.-O. et al., 

30 J. Virology 74 . 6564-6569 (2000), WO00/70070) were overlaid at 8 . 5xl0 6 
cells/dish. These cells were further cultured in MEM containing 40 
(ig/mL AraC and 7.5 |ig/mL trypsin at 37 °C for two days (P0) . The cells 
were harvested and the pellet was suspended in 2 ml Opti-MEM per dish. 
Freeze-and-thaw treatment was repeated three times, and the lysate 

35 was directly transfected into LLC-MK2/F7/A . The cells were cultured 
in serum-free MEM containing 40 (ig/mL AraC and 7.5 (ig/mL trypsin at 
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32°C (PI) . After five to seven days, part of the culture supernatant 
was infected into freshly prepared LLC-MK2/F7/A, and the cells were 
cultured in the same serum-free MEM containing 40 |ag/mL AraC and 7.5 
^tg/mL trypsin at 32° C (P2) . After three to five days, freshly prepared 
5 LLC-MK2/F7/A were infected again, and the cells were cultured in 
serum- free MEM containing only 7.5 )ig/mL trypsin at 32 °C for three 
to five days (P3) . BSA was added to the recovered culture supernatant 
at a final concentration of 1%, and the mixture was stored at -80°C. 
The viral solution stored was thawed and used in subsequent 

10 experiments. 

The titers of viral solutions prepared by this method were as 
follows: SeV18+/AF-GFP, 3x 10 8 ; SeV18+/MtsHNtsAF-GFP, 7x 10 7 ; 
SeV18+SEAP/AF-GFP, 1 . 8x 10 8 ; SeV18+SEAP/MtsHNtsAF-GFP, 8 . 9x 10 7 
GFP-CIU/mL (GFP-CIU has been defined in WO00/70070) . In determining 

15 SeV18+/AF-GFP and SeV18+/MtsHNtsAF-GFP titers, the post-infection 
spread of plaques of cells persistently expressing F protein 
(LLC-MK2/F7/A) was observed at 32°Cand37°C. Fig. 3 shows photographs 
of patterns observed six days after infection. SeV18+/MtsHNtsAF-GFP 
plaques spread to some extent at 32 °C, but were greatly reduced at 

20 37°C. This suggests that virion formation is reduced at 37°C. 

[Example 3] Effect of culture temperature (32 °C) on viral 
reconstitution 

In the experimental reconstitution of viruses in which 
25 temperature-sensitive mutations had been introduced (Example 2) , PI 
and all subsequent cultures were carried out at 32 °C. This temperature 
was used because the reference virus, used for assessing the 
introduction of temperature-sensitive mutations, grows well at 32°C 
(Kondo, T. etal., J. Biol. Chem. 268: 21924-21930 (1993), Thompson, 
30 S.D. et al., Virology 160: 1-8 (1987)). Close examination of the 
experimental conditions revealed that, for SeV reconstitution (and 
for other viruses in addition to those in which temperature-sensitive 
mutations had been introduced) , reconstitution efficiency was 
improved by carrying out PI and subsequent cultures at 32 °C, giving 
35 a high possibility of recovering viruses that were previously 
difficult to obtain. 
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There are though to be two reasons for enhanced reconstitution 
efficiency at 32°C. The first point is that, when cultured at 32°C 
as opposed to 37°C, cytotoxicity due to AraC, which is supplemented 
to inhibit vaccinia virus amplification, is thought to be suppressed. 
5 Under conditions for viral reconstitution, culturing LLC-MK2/F7/A 
cells at 37°C, in serum-free MEM containing 40 |ig/ml of AraC and 7.5 
jag/ml of trypsin, caused cell damage after three to four days, 
including an increase in detached cells. However, cultures at 32°C 
could be sufficiently continued for seven to ten days with cells still 

10 intact. When reconstituting SeV with inefficient transcription 
and/or replication, or with inefficient formation of infectious 
virions, success is thought to be a direct reflection of culture 
duration. The second point is that F protein expression is maintained 
in LLC-MK2/F7/A cells when the cells are cultured at 32°C. After 

15 culturing LLC-MK2/F7/A cells that continuously express F protein to 
confluency on 6 -well culture plates in MEM containing 10% FBS and 
at 3 7°C, the medium was replaced with a serum- free MEM containing 
7.5 jig/ml of trypsin, and the cells were further cultured at 32°C 
or 3 7°C. Cells were recovered over time using a cell scraper, and 

20 Western-blotting using an anti-F protein antibody (mouse monoclonal) 
was used to semi -quantitatively analyze intra-cellular F protein. 
F protein expression was maintained for two days at 37°C, and then 
decreased. However, at 32 °C expression was maintained for at least 
eight days (Fig. 4) . These results confirm the validity of viral 

25 reconstitution at 32°C (after PI stage) . 

The above-described Western-blotting was carried out using the 
following method: Cells recovered from one well of a 6-well plate 
were stored at -80°C, then thawed in 100 of lx diluted sample buffer 
for SDS-PAGE (Red Loading Buffer Pack; New England Biolabs, Beverly, 

30 MA) . Samples were then heated at 98°C for ten minutes, centrifuged, 

and a 10-|il aliquot of the supernatant was loaded on to SDS-PAGE gel 
(multigel 10/20; Daiichi Pure Chemicals Co., Ltd., Tokyo, Japan). 
After electrophoresis at 15 mA for 2 . 5 hours , proteins were transferred 
on to a PVDF membrane (Immobilon PVDF transfer membrane; Millipore, 
35 Bedford, MA) using semi-dry method at 100 mA for one hour . The transfer 
membrane was immersed in a blocking solution (Block Ace; Snow Brand 
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Milk Products Co. , Ltd. , Sapporo, Japan) at 4°C for one hour or more, 
soaked in a primary antibody solution containing 10% Block Ace 
supplemented with 1/1000 volume of the anti-F protein antibody, and 
then allowed to stand at 4°C overnight. After washing three times 
5 with TBS containing 0.05% Tween 20 (TBST) , and a further three times 
with TBS, the membrane was immersed in a secondary antibody solution 
containing 10% Block Ace supplemented with 1/5000 volume of the 
anti-mouse IgG + IgM antibody bound with HRP (Goat F(ab' ) 2 Anti-Mouse 
IgG + IgM, HRP; BioSource Int., Camarillo, CA) . Samples were then 
10 stirred at room temperature for one hour. The membrane was washed 
three times with TBST, and three times with TBS, and proteins on the 
membrane were then detected using the chemiluminescence method (ECL 
western blotting detection reagents; Amersham Pharmacia biotech, 
Uppsala, Sweden) . 

15 

[Example 4] Quantification of secondarily released particles from 
temperature sensitive mutation- introduced viruses (HA assay, 
Western- Blotting) 

Levels of secondarily released particles were compared, 

20 together with SeV18+/AF-GFP and SeV18+/MtsHNtsAF-GFP, using the 
autonomously replicating type SeV, that comprises all of the viral 
proteins and the GFP fragment (780 bp) which comprises the termination 
signal -intervening sequence-initiation signal downstream of the GFP 
gene at the Not I site (SeV18+GFP: Fig. 2) . 

25 LLC-MK2 cells were grown to confluency on 6-well plates. To 

these cells were added 3xl0 7 ClU/ml of each virus solution at 100 |il 
per well (MOI=3) , and the cells were infected for one hour. After 
washing the cells with MEM, serum-free MEM (1 ml) was added to each 
well, and the cells were cultured at 32 °C, 37°C and 38°C / respectively. 

30 Sampling was carried out every day, and immediately after sampling, 
1 ml of fresh serum- free MEM was added to the remaining cells. 
Culturing and sampling were performed over time. Three days after 
infection, observation of GFP expression under a fluorescence 
microscope indicated that infection levels were almost equal for the 

35 three types of virus for all temperature conditions (32°C, 37°C and 
38°C) , and that GFP expression was similar (Fig. 5) . 
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Secondarily released particles were quantified using an assay 
of hemagglutination activity (HA activity) , performed according to 
the method of Kato et al. (Kato, A., et al. t Genes Cell 1, 569-579 
(1996)) . Specifically, round -bottomed 96 well-plates were used for 
5 the serial dilution of the viral solution with PBS. Serial two-fold 
50 jiil dilutions were carried out in each well. 50 jil of preserved 
chicken blood (Cosmo Bio, Tokyo, Japan) , diluted to 1% with PBS, was 
added to 50 jil of the viral solution, and the mixture was allowed 
to stand at 4°C for one hour. Erythrocyte agglutination was then 

10 examined. The highest virus dilution rate among the agglutinated 
samples was judged to be the HA activity. In addition, one 
hemagglutination unit (HAU) was calculated to be lxlO 6 viruses, and 
expressed as a number of viruses (Fig. 6) . The secondarily released 
particles of SeV18+/MtsHNtsAF-GFP remarkably decreased, and at 37°C, 

15 was judged to be about 1/10 the level of SeV18+/AF-GFP . 
SeV18+/MtsHNtsAF-GFP viral particle formation was also reduced at 
32°C, and although only a few particles were produced, a certain degree 
of production was still thought possible. 

Western-Blotting was used to quantify secondarily released 

20 particles. In a manner similar to that described above, LLC-MK2 cells 
were infected at M0I=3 with the virus, and the culture supernatant 
and cells were recovered two days after infection. The culture 
supernatant was centrifuged at 48,000 g for 45 minutes 'to recover 
the viral proteins. After SDS-PAGE, Western-Blotting was performed 

25 to detect these proteins using an anti-M protein antibody. This anti-M 
protein antibody is a newly prepared polyclonal antibody, prepared 
from the serum of rabbits immunized with a mixture of three synthetic 
peptides: corresponding to amino acids 1-13 (MADIYRFPKFSYE+Cys/SEQ 
ID NO: 14), 23-35 (LRTGPDKKAIPH+Cys/SEQ ID NO: 15), and 336-348 

30 (Cys+NWAKNIGRIRKL/SEQ ID NO: 16) of the SeV M protein. 
Western-Blotting was performed according to the method described in 
Example 3, in which the primary antibody, anti-M protein antibody, 
was used at a 1/4000 dilution, and the secondary antibody, anti-rabbit 
IgG antibody bound with HRP (Anti-rabbit IgG (Goat) H+L conj . ; ICN 

35 P., Aurola, OH), was used at a 1/5000 dilution. In the case of 
SeV18 + /MtsHNtsAF-GFP infected cells , M proteins were widely expressed 
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to a similar degree, but viral proteins were reduced (Fig. 7) . 
Western-blotting also confirmed a decrease in secondarily released 
viral particles. 

5 [Example 5] The expression level of genes comprised by the virus in 
which the temperature-sensitive mutations have been introduced (SEAP 
assay) 

SeV18+/MtsHNtsAF-GFP secondary particle release was reduced. 
However, such a modification would be meaningless in a gene expression 

10 vector if accompanied with a simultaneous decrease in comprised gene 
expression. Thus, gene expression level was evaluated. LLC-MK2 
cells were infected with SeV18+SEAP/AF-GFP or 

SeV18+SEAP/MtsHNtsAF-GFP at MOI=3, and culture supernatant was 
collected over time (12, 18, 24, 50 and 120 hours after infection) . 

15 SEAP activity in the supernatant was assayed using a Reporter Assay 
Kit-SEAP (TOYOBO, Osaka, Japan) according to kit method. SEAP 
activity was comparable for both types (Fig. 8) . The same samples 
were also assayed for hemagglutination activity (HA activity) . The 
HA activity of SeV18+SEAP/MtsHNtsAF-GFP was reduced to about one tenth 

20 (Fig. 9) . Viral proteins were harvested from viruses in the samples 
by centrifugation at 48,000 g for 45 minutes, and then 
semi -quantitatively analyzed by Western-Blotting using an anti-M 
antibody. The level of viral protein in the supernatant was also 
reduced (Fig. 10) . These findings indicate that the introduction of 

25 temperature-sensitive mutations reduced the level of secondary 
particle release to about 1/10, with virtually no reduction in the 
expression of comprised genes. 

[Example 6] Cytotoxicity of viruses in which temperature-sensitive 

3 0 mutations have been introduced (LDH assay) 

SeV infection is often cytotoxic. The influence of introduced 
mutations was thus examined from this respect. LLC-MK2, BEAS-2B and 
CV-1 cells were each plated on a 96-well plate at 2.5xl0 4 cells/well 
(10 0 jiL/well) , and then cultured. LLC-MK2 and CV-1 were cultured in 

35 MEM containing 10% FBS, and BEAS-2B was cultured in a 1 : 1 mixed medium 
of D-MEM andRPMI (Gibco-BRL, Rockville, MD) containing 10% FBS . After 



74 



24 hours of culture , virus infection was carried out by adding 5 jaL/well 
of a solution of SeV18+/AF-GFP or SeV18+/MtsHNtsAF-GFP diluted with 
MEM containing 1% BSA. After six hours, the medium containing the 
viral solution was removed, and replaced with the corresponding fresh 
5 medium, with or without 10% FBS . The culture supernatant was sampled 
three days after infection when FBS-f ree medium was used, or six days 
after infection when medium containing FBS was used. Cytotoxicity 
was analyzed using a Cytotoxicity Detection Kit (Roche, Basel, 
Switzerland) according to kit instructions. Neither of the viral 
10 vectors was cytotoxic in LLC-MK2 . Further, SeV18+/MtsHNtsAF-GFP 
cytotoxicity was assessed as being comparable to or lower than that 
of SeV18+/AF-GFP inCV-1 and BEAS-2B (Fig. 11) . Thus, it was concluded 
that cytotoxicity was not induced by suppressing secondary particle 
release by the introduction of temperature-sensitive mutations. 

15 

[Example 7] Study of the mechanism of secondary particle release 
suppression 

In order to elucidate part of the mechanism underlying the 
suppression of secondary particle release by the introduction of 

20 temperature-sensitive mutations, the subcellular localization of M 
protein was examined. LLC-MK2 cells were infected with each type of 
SeV (SeV18+GFP, SeV18+/AF-GFP, SeV18+/MtsHNtsAF-GFP) , and cultured 
at 32°C, 37°C or 38°C for two days. The cells were immunostained by 
using an anti-M antibody. Immunostaining was performed as follows: 

25 The cultured cells were washed once with PBS, methanol cooled to -20 °C 
was added, and the cells were fixed at 4°C for 15 minutes. After 
washing the cells three times with PBS, blocking was carried out at 
room temperature for one hour using PBS solution containing 2% goat 
serum and 0.1% Triton. After washing with PBS a further three times, 

30 the cells were reacted with a primary antibody solution (10 jig/mL 
anti-M antibody) containing 2% goat serum at 37°C for 30 minutes. 
After washing three times with PBS, the cells were reacted with a 
secondary antibody solution (10 |ig/mL Alexa Fluor 488 goat anti-rabbit 
IgG(H+L) conjugate: Molecular Probes, Eugene, OR) containing 2% goat 

35 serum at 37°C for 15 minutes. Finally, after a further three washes 
with PBS, the cells were observed under a fluorescence microscope. 
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In the case of the self -replicating SeV18+GFP comprising both F and 
HN proteins, condensed M protein was detectable on cell surfaces at 
all of the temperatures tested (Fig. 12) . Such M protein condensation 
has been previously reported (Yoshida, T. etal., Virology 71: 143-161 
5 (1976)), and is assumed to reflect the site of virion formation. 
Specifically, in the case of SeV18+GFP, cell-surface M protein 
localization appeared to be normal at all temperatures, suggesting 
that a sufficient amount of virions were formed. On the other hand, 
in the case of SeV18+/AF-GFP, M protein condensation was greatly 

10 reduced at 38°C. M protein is believed to localize on cell surfaces, 
binding to both F and HN protein cytoplasmic tails (Sanderson, CM. 
et al., J. Virology 68: 69-76 (1994), Ali, A. et al . , Virology 276: 
289-303 (2000)). Because one of these two proteins, namely the F 
protein, is deleted in SeV18+/AF-GFP, F protein deficiency is assumed 

15 to have an impact on M protein localization. This impact was expected 
to be stronger for SeV18+/MtsHNtsAF-GFP, and it was also expected 
that, even at 37°C, M protein localization would be disturbed and 
the number of particles in the secondary release would be reduced. 

20 [Example 8] Study of the suppression mechanism of secondary particle 
release (2) 

In order to study the SeV protein's subcellular localization 
in more detail, analyses were carried out using a confocal laser 
microscope (MRC1024; Bio-Rad Laboratories Inc., Hercules, CA) . A-10 

25 cells (rat myoblasts) were infected with each of SeV18+SEAP/AF-GFP 
and SeV18+SEAP/MtsHNtsAF-GFP (MOI = l) , and then cultured in MEM 
containing 10% serum at 32°C or 37°C. One or two days later, the cells 
were immunostained using anti-M antibody and anti-HN antibody. 
Immunostaining was performed as follows: The infected culture cells 

3 0 were washed once with PBS. Methanol cooled to -20°C was added to the 
cells, and the cells were fixed at 4°C for 15 minutes. The cells were 
washed three times with PBS, and blocking was then carried out for 
one hour at room temperature, using PBS solution containing 2% goat 
serum, 1% BSA and 0 .1% Triton. The cells were reacted with M primary 

35 antibody solution (10 jig/mL anti-M antibody) containing 2% goat serum 
at 37°C for 30 minutes. The cells were then reacted with HN primary 
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antibody solution (1 |ag/mL anti-HN antibody (IL4-1) ) at 37°C for 30 
minutes. After washing three times with PBS, the cells were reacted 
with a secondary antibody solution (10 |ig/mL Alexa Fluor 568 goat 
anti-rabbit IgG (H+L) conjugate and 10 |ig/mL Alexa Fluor 488 goat 
5 ant i -mouse IgG (H+L) conjugate: Molecular Probes, Eugene, OR) 
containing 2% goat serum at 37°C for 15 minutes . The cells were washed 
three times with PBS and The nuclei were stained with TO_PR03 
(Molecular Probes, Eugene, OR) diluted 4000 times. The cells were 
allowed to stand at room temperature for 15 minutes. Finally, to 

10 prevent quenching, a Slow Fade Ant if ade Kit solution (Molecular Probes, 
Eugene, OR) was substituted for the liquid, and the cells were observed 
under a confocal laser microscope. Fig. 13 shows the results one day 
after infection. Red represents M protein localization; green, HN 
protein localization; and yellow, co-localization of the two. Far 

15 red has been subjected to color conversion, and thus blue represents 
the nucleus. In the case of SeV18+SEAP/AF-GFP, each protein's 
localization pattern did not differ largely between 32°C and 37°C, 
and cell-surface localization of M protein and HN protein was observed. 
On the other hand, localization of each protein for 

20 SeV18+SEAP/MtsHNtsAF-GFP was different at both temperatures from that 
for SeV18+SEAP/AF-GFP, and hardly any M protein was localized on the 
cell surface. At 37°C in particular, the M protein and HN protein 
were almost completely separated, such that the M protein was localized 
at sites presumed to be close to the central body of microtubules 

25 (i.e. , near the Golgi body) . A similar result was obtained for cells 
cultured two days after infection. Particularly in 

SeVl 8 +SEAP/MtsHNtsAF-GFP- infected cells, subcellular M protein 
localization did not change between one day and two days after 
infection (Fig. 14) , and protein transport appeared to have stopped. 

30 This result also showed that the reduced secondary particle release 
of viruses in which temperature-sensitive mutations had been 
introduced was caused by a deficiency in localization of the M protein, 
which is expected to play a central role in particle formation. 

When the cells were cultured at 32 °C after infection with 

35 SeV18+SEAP/MtsHNtsAF-GFP, the M protein stained in a morphology 
similar to that of a microtubule (Fig. 13) . To show the involvement 
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of microtubules, a reagent that enhances microtubule depolymerization 
was added, and changes in M protein (and HN protein) localization 
were then studied. A-10 cells were infected with 

SeV18+SEAP/MtsHNtsAF-GFP at M0I=1, and a depolymerization reagent, 
5 colchicine (Nakarai Tesque , Kyoto, Japan) or colcemid (Nakarai Tesque , 
Kyoto, Japan) , was immediately added at a final concentration of 1 
mM. The cells were then cultured at 32 °C. Two days after infection, 
the subcellular localizations of the M and HN proteins were observed 
by the same method as described above. In the absence of the 

10 depolymerization reagent, M protein distribution was similar in 
morphology to a microtubule (Fig. 13) . However, addition of the 
depolymerization reagent resulted in disruption of this structure, 
and M protein was detected as a large fibrous structure (Fig. 15) . 
This structure may be an aggregate of M protein by itself, or M protein 

15 bound to the residues of depolymerized microtubules . In either case, 
as seen in Fig. 13, it was plausibly judged that M protein was localized 
in microtubules in cells cultured at 32°C after infection with 

SeVl 8 +SEAP/Mt sHNtsAF - GFP . 

In order to clarify whether or not the above-mentioned 

20 localization of M protein in microtubules was characteristic of 
temperature-sensitive viruses, the post-infection influence of the 
microtubule depolymerization reagent (colchicine) on changes to M 
protein (and HN protein) localization was evaluated for both viruses 
SeV18+/AF-GFP and SeV18+/MtsHNtsAF-GFP . A-10 cells were infected 

25 with SeV18+/AF-GFP or SeV18+/MtsHNtsAF-GFP at M0I=1, and the 
depolymerization reagent colchicine was immediately added at a final 

concentration of 1 ^M. The cells were cultured at 32 °C or 37°C. Two 
days after infection, the subcellular localization of M protein (and 
HN protein) was observed using the same method as described above. 

30 The results are shown in Fig. 16. Infected cells exhibited similar 
features for both viruses . Specifically, when the cells were cultured 
at 32°C after infection, M protein was observed as a large fibrous 
structure, similar to that in Fig. 15. M protein's coexistance with 
microtubules was also suggested for SeV18+/AF-GFP . In particular, 

35 in cells infected with SeV18+/MtsHNtsAF-GFP and cultured at 37°C, 
M protein was observed to be localized in areas supposed to be near 
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the Golgi body. 

Based on the above results, the following can be inferred: M 
protein is synthesized near the Golgi body; it is transported around 
the cell along microtubules (for example, bound to a motor protein 
5 such as kinesin) , mainly bound to the cytoplasmic tails of F and HN 
proteins (Sanderson, CM. etal., J. Virology 68: 69-76 (1994); Ali, 
A. etal. , Virology 276 : 289-303 (2000) ) ; and the Mprotein is localized 
on the cell surface, followed by particle formation. In viruses 
comprising a temperature-sensitive mutation, everything up to the 

10 point of intracellular transport along microtubules may be normal 
at 32°C. However, translocation from microtubules to the cell surface 
may be hindered, resulting in localization along microtubules. At 
37°C it can be assumed that even intracellular transport along 
microtubules may be hindered, and thus, localization in the vicinity 

15 of the Golgi body is observed. M protein synthesis is supposed to 
take place near the Golgi body. However, it is possible that M protein 
aggregation is observed at these sites, and that the area of synthesis 
itself is elsewhere. However, it has been reported that tubulin, a 
microtubule component, activates and is involved in SeV transcription 

20 and replication (Moyer, S.A. et al . , Proc . Natl. Acad. Sci. U.S.A. 
83: 5405-5409 (1986); and Ogino, T. et al . , J. Biol. Chem. 274: 
35999-36008 (1999) ) . Moreover, as the Golgi body is located near the 
central body, where tubulin is predicted to exist in abundance, the 
Golgi body can be synthesized close to the microtubule central body 

25 (i.e., near the Golgi body) . In addition, although the SeV mutant 
strain, Fl-R, comprises a mutation in its M gene, it modifies 
microtubules after infecting cells, and this modification may enable 
particle formation independent of Fl-R strain cell polarity (Tashiro, 
M. et al. , J. Virol . 67, 5902-5910 (1993) ) . In other words , the results 

30 obtained in the present Example may also be interpreted by assuming 
the intracellular transport of M protein along tubulin. In this 
supposed mechanism, introduction of temperature-sensitive mutations 
to the M and HN genes may result in deficient subcellular M protein 
localization, resulting in a reduction in secondary particle release. 

35 



[Example 9] Construction of genome cDNA of F-def icient SeV comprising 
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introduced mutations in the P and L genes 

To suppress secondary particle release (and reduce 
cytotoxicity) by further introduction of mutations to the F-def icient 
SeV vector, modifications were made based on a gene structure 
5 identified in a SeV with maintained infectivity (Bossow, S. et al., 
Negative Strand Viruses . p. 157 (2000)) . The actual design was carried 
out in the following two patterns: Each pattern was identified by 
the analysis of the above SeV with maintained infectivity. Mutations 
were introduced at one site in the P gene (different for the two 

10 patterns) and at two sites in the L gene (the same for both patterns) . 
Specifically, the two patterns were P(E86K) and L (N1197S/K1795E) ; 
and P(L511F) and L (N1197S/K1795E) . The mutant strains identified as 
comprising these mutations have been reported as having decreased 
transcription activity (1/4 to 1/8 of a control) and decreased 

15 replication activity (1/2 to 1/3 of a control) , and virus release 
is also reported to be reduced ( to about 1%) (Bossow, S. etal., Negative 
Strand Viruses, p. 157 (2000)). 

The scheme of mutation introduction is shown in Fig. 17. Sail 
and Nhel were used to digest the full-length genome cDNA of the 

20 F-deficient Sendai virus comprising the GFP gene at the F-deficient 
site (pSeV18+/AF-GFP; Li, H.-O. et al . , J. Virology 74: 6564-6569 
(2000) ; WOOO/70070) . The NP gene -comprising fragment (8294 bp) was 
recovered, and a multicloning site was introduced using synthetic 

oligo DNAs (pSeV/ASallNhelf rg-MCS construction) . The synthetic 
25 oligonucleotide sequences used to introduce the multicloning site 
were 5 ' - tcgacaccaggtatttaaattaattaatcgcgag-3 1 (SEQ ID NO: 17) and 
5 ' -ctagctcgcgattaattaatttaaatacctggtg-3 ' (SEQ ID NO: 18). 
Mutations were introduced to the L gene using the constructed 
pSeV/ASallNhelf rg-MCS . Introduction was carried out according to 
30 mutagenesis kit instructions (QuikChange™ Site-Directed Mutagenesis 
Kit (Stratagene, La Jolla, CA) ) . The synthetic oligonucleotide 
sequences used to introduce mutation N1197S in the L gene were 
5 1 -gttctatcttcctgacTCtatagacctggacacgcttac-3 ■ (SEQ ID NO: 19) and 
5 ' -gtaagcgtgtccaggtctataGAgtcaggaagatagaac-3 ' (SEQ ID NO: 20). The 
35 synthetic oligonucleotide sequences used to introduce mutation K1795E 
were 5 ' -ctacctattgagccccttagttgacGaAgataaagataggcta-3 ' (SEQ ID NO: 
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21) and 5 ' - tagcctatctttatcTtCgtcaactaaggggctcaataggtag-3 ' (SEQ ID 
NO: 22) . The introduction of a mutation to the P gene was carried 
out using LitmusSall/Nhelf rg AF-GFP, prepared by ligating the P 
gene -comprising fragment (8931 bp), obtained by the digestion of 
5 pSeV18+/ AF-GFP by Sall/Nhel, to the same Litmus98 site . The synthetic 
oligonucleotide sequences used to introduce mutation E86K in the P 
gene were 5 ' -caagataatcgatcaggtAaAgagagtagagtctctgggag-3 1 (SEQ ID 
NO: 23) and 5 1 -ctcccagagactctactctcTtTacctgatcgattatcttg-3 ■ (SEQ ID 
NO: 24) . The synthetic oligonucleotide sequences used to introduce 

10 mutation L511F were 5 ' -ctcaaacgcatcacgtctcTtTccctccaaagagaagc-3 ■ 
(SEQ ID NO: 25) and 5 ' -gcttctctttggagggAaAgagacgtgatgcgtttgag-3 1 
(SEQ ID NO: 26) . After the introduction of these mutations, the 
following fragments were ligated: the 8294 bp fragment obtained by 
digesting the plasmids comprising a single P gene mutation 

15 (LitmusSall/Nhelf rg AF-GFP) with Sall/Nhel ; and the L gene-comprising 
fragment (8931 bp) obtained by digesting the plasmids comprising two 
L gene mutations (pSeV/ASallNhelf rg-MCS) with Sall/Nhel. Then, 
pSeV18+/P86Lmut-AF-GFP (which comprises mutation E86K in the P gene 
and N1197S/K1795E in the L gene) and pSeV18 + /P511Lmut-AF-GFP (which 

20 comprises mutation L511Fin the P gene and N1197S/K1795E in the L gene) 
were constructed. These are collectively called pSeV18+/PLmut • 
AF-GFP. 

Furthermore, to quantify the expression level of the comprised 
genes, the present inventors constructed a cDNA comprising the 

25 secretory alkaline phosphatase (SEAP) gene. Specifically, NotI was 
used to cut out an SEAP fragment (1638 bp) that comprises a termination 
signal -intervening sequence- initiation signal downstream of the SEAP 
gene (WOOO/70070) . The fragment was incorporated into 

pSeV18 + /P86Lmut-AF-GFP and pSeV18+/P511Lmut AF-GFP at the NotI site 

30 on the 18th nucleotide, creating pSeV18+SEAP/P86Lmut • AF-GFP and 
pSeV18+SEAP/P511Lmut AF-GFP, respectively. 

[Example 10] Re-constitution and amplification of the F-deficient 
SeV that incorporates the SeV sequence for continuous infectivity 
35 in P/L. 

Re-constitution of the virus was carried out according to the 
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method described by Li et al. (Li, H.-O. et al . , J. Virology 74: 
6564-6569 (2000) , WO00/70070) . Specifically, the same procedure as 
that described in Example 2 of this specification was carried out. 
Viral solution titers prepared in this method were 4. OxlO 8 GFP-CIU/ml 
5 for SeV18+/P86Lmut'AF-GFP; 2.8xl0 8 GFP-CIU/ml for SeV18 + /P511Lmut- 
AF-GFP; 3. 7xl0 8 GFP-CIU/ml f or SeV18+SEAP/P86Lmut-AF-GFP; and 2. OxlO 8 
GFP-CIU/ml for SeV18+SEAP/P511Lmut -AF-GFP . (GFP-CIU is defined in 
WO00/70070.) 

10 [Example 11] Quantification of secondarily released particles from 
the F-def icient SeV that incorporates the SeV sequence for continuous 
infectivity in P/L 

Secondarily released particles were quantified by measuring HA 
activity using culture supernatant from infected cells . For purposes 

15 of comparison, SeV18+/AF-GFP secondarily released particles were also 
measured at the same time. The details of this experiment are 

described in Example 4 above. Briefly, 100 \xl of lxlO 7 ClU/ml (MOI = l) 
or 5xl0 7 ClU/ml (MOI = 5) of each viral solution was added to each well 
of LLC-MK2 cells grown confluently on 6-well plates. Cells were then 

20 infected for one hour . The cells were washed with MEM, 1 ml of serum- free 
MEM was added to each well, and the cells were then cultured at 37°C. 
Sampling was carried out every day. Immediately after sampling, 1 
ml of fresh serum-free MEM was added to each sample. Culturing and 
sampling were conducted at certain time intervals. 

25 HA activity was measured according to the method of Kato et al. 

(Kato, A. et al., Genes Cell 1, 569-579 (1996)) . Thus, PBS was used 
to make serial two-fold 50 jil dilutions of the viral solution, for 
each well of a round-bottomed 96 well-plate. 50 (il of this solution 
was combined with 50 (al of preserved chicken blood (Cosmo Bio Co. 

30 Ltd. , Tokyo, Japan) diluted to 1% with PBS, and then allowed to stand 

at 4°C for one hour. Erythrocyte agglutination was examined, and HA 
activity was judged to be the highest dilution rate achieving 
hemagglutination among the agglutinated samples. 

In both infections with MOI = l and MOI=5, the levels of 
35 secondarily released particles were slightly reduced in cells 
infected with a vector that incorporates the SeV sequence for 
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continuous infect ivity in P and L (Fig. 18) . Thus, transducing the 
mutation into P and L is considered to result in a slight reduction 
in the formation of secondarily released particles. However, the 
degree of inhibition was not very significant. Characteristically, 
5 the level of secondarily released particles was gradually reduced 
in the SeV18+/AF-GFP- infected cells at a later stage of the infection, 
while such a reduction was virtually absent in the SeV18+/P86Lmut. 
AF-GFP- and SeV18 + /P511Lmut.AF-GFP-inf ected cells. These findings 
show that transducing the mutation into P and L reduces cytotoxicity, 
10 allowing the SeV vector to be transcribed and replicated even late 
in infection, thereby maintaining the formation of secondarily 
released particles. 

[Example 12] Cytotoxicity of the F-deficient SeV that incorporates 

15 the SeV sequence for continuous infectivity in P/L 

Notable SeV infection-dependent cytotoxicity can be observed 
in CV-1 cells, and was evaluated by utilizing these cells . F-deficient 
SeV without transduced mutations in P/L (SeV18 + /AF-GFP) was employed 
as a control. The experimental method is detailed in Example 6. 

20 Briefly, CV-1 cells were inoculated into a 96-well plate at a density 
of 2.5xl0 4 cells/well (100 |j,L/well) , and then cultured. MEM 
supplemented with 10% FBS was used for the culture. After culturing 
for 24 hours, an SeV18+/AF-GFP, SeV18+/P86Lmut . AF-GFP or 
SeV18+/P511Lmut.AF-GFP solution diluted with a 1% BSA- supplemented 

25 MEM was added in a volume of 5 |iL/well to affect infection. Six hours 
later, the viral solution-comprising medium was removed, and replaced 
with FBS-free MEM medium. Three days after infection, the culture 
supernatant was sampled, and subjected to quantification using a 
Cytotoxicity Detection Kit (Roche, Basel, Switzerland) according to 

30 kit instructions. SeV18 + /P86Lmut.AF-GFP and SeV18+/P511Lmut.AF-GFP 
each exhibited a marked reduction in cytotoxicity compared to 
SeV18+/AF-GFP (Fig. 19) . 

In the same experiment, GFP-positive cells were counted at 
certain time intervals. The number of positive cells was maintained 

35 in the CV-1 cells infected with each of the two vectors incorporating 
the SeV sequence for continuous infectivity in P and L (Fig. 20) . 
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CV-1 cells were susceptible to SeV infection-dependent cytotoxicity, 
and the infected cells readily peeled off. Cells infected with a 
vector which incorporated the SeV sequence for continuous inf ectivity 
in P and L, were satisfactorily maintained, strongly supporting the 
5 suggestion that these vectors reduce cytotoxicity. 

Fig. 21 shows fluorescence microscope photographs of the same 
infected (MOI=10) CV-1 cells, three and six days after infection. 
The number of cells infected with a vector incorporating the SeV 
sequence for continuous infect ivity in P and L was large, and 
10 satisfactory conditions could also be verified visually. The 
proliferation of SeV18+/P511Lmut . AF-GFP-inf ected CV-1 cells was 
especially evident. These findings demonstrate that transducing the 
SeV sequence for continuous infectivity into P and L can potentially 
reduce SeV infection-dependent cytotoxicity. 

15 

[Example 13] Quantification of the expression of genes carried on 
the F-deficient SeV incorporating the SeV sequence for continuous 
infectivity in P/L 

The ability of SeV18+/P86Lmut.AF-GFP and SeV18 + /P511Lmut.AF-GFP 

20 to reduce secondarily released particles and to reduce cytotoxicity 
may be attributable to reductions in transcription and replication 
in the initially identified mutant (reported reductions of 1/4 to 
1/8, and 1/2 to 1/3 respectively: Bossow, S. et al . , Negative Strand 
Viruses 2000, p. 157). Thus, reduced transcription and replication 

25 may, at the same time, lead to reduced expression of a comprised gene. 
Such a reduction, if large, may result in the loss of an advantageous 
property of the SeV vector. Accordingly, the SeV vector incorporating 
the SeV sequence for continuous infectivity in P/L was also transduced 
with an SEAP gene at the +18 position, and the SEAP expression level 

30 in infected cells was measured over time. 

The experimental method is detailed in Example 5. Briefly, 
LLC-MK2 cells were infected with an SeV18+SEAP/AF-GFP, 
SeV18+SEAP/P86Lmut.AF-GFP or SeV18+SEAP/P511Lmut.AF-GFP at MOI = 10, 
and the culture supernatant was sequentially sampled (every 24 hours) . 

35 SEAP activity was measured using a Reporter Assay Kit-SEAP (Toyobo 
Co., Ltd., Osaka, Japan) according to kit instructions. SEAP activity 
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levels in all vectors were virtually the same (Fig. 22) . Thus, there 
was virtually no reduction in expression level, even when using a 
vector incorporating the SeV sequence for continuous infectivity in 
P/L. 

5 Each vector comprising an SEAP gene was also subjected to 

quantification of secondarily released particles from infected cells, 
and, as an index of cytotoxicity, quantification of LDH in the 
comprised cell culture supernatant. The effect of the installed SEAP 
gene was strongly reflected in the level of secondarily released 

10 particles . Specifically, this level was reduced to about 1/10 in both 
vectors incorporating the SeV sequence for continuous infectivity 
in P/L (Fig. 23) . Transducing mutations into P/L was judged to reflect 
better results. Reduction in cytotoxicity was similarly observed in 
both transduction of the SeV sequence for continuous infectivity into 

15 P/L, and in vectors without the SEAP gene (Fig. 24) . 

[Example 14] Construction of an F-def icient SeV genome cDNA comprising 
both a temperature sensitive mutation and a P/L mutation 

By combining the transduction of a temperature sensitive 

20 mutation into the M protein and HN protein, with the transduction 
of an SeV-derived continuous infectivity sequence into the P protein 
and L protein, the combined effect of reduction of secondarily released 
particles (and of cytotoxicity) may be greater than for each mutation 
acting alone. Accordingly, two F-def icient SeV vectors (Fig. 25: 

25 SeV18 + /MtsHNtsP86Lmut . AF-GFP , SeV18+/MtsHNtsP511Lmut . AF-GFP) were 
constructed. These vectors comprised nine mutations in total, 
consisting of six temperature sensitive mutations (M: G69E, T116A 
and A183S; and HN: A262T, G264R and K461G) and three SeV-derived 
continuous infectivity mutations (P: E86K or L511F; and L: N1197S 

30 and K1795E) . 

The mutation transduction scheme is shown in Fig. 26. 
F-deficient Sendai virus vector genome cDNA comprising temperature 
sensitive mutation (pSeV18+/MtsHNts AF-GFP: see, Example 1) was 
digested with Sail and Nhel, and ligated to the P gene-comprising 

35 fragment (8931 bp) at the same site as Litmus38. This yielded 
LitmusSall/Nhelf rg MtsHNts . AF-GFP, which was then employed. 
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According to the method described in Example 1, the transduction of 
E86K mutation into the P gene employed the synthetic oligonucleotides 
comprising the sequences: 

5 1 -caagataatcgatcaggtAaAgagagtagagtctctgggag-3 ' /SEQ ID No: 23; and 
5 5 1 -ctcccagagactctactctcTtTacctgatcgattatcttg-3 1 /SEQ ID No: 24 . The 
L511F mutation transduction employed the synthetic oligonucleotides 
comprising the sequences : 

5 1 -ctcaaacgcatcacgtctcTtTccctccaaagagaagc-3 1 /SEQ ID No: 25; and 
5 ' -gcttctctttggagggAaAgagacgtgatgcgtttgag-3 ' /SEQ ID No: 26. After 

10 transducing these mutations, the plasmids (LitmusSall/Nhelf rg 
MtsHNts AF-GFP) , each comprising one mutation in the P gene, were 
digested with Sall/Nhel. The resultant 8294 bp fragment was ligated 
to the L gene-carrying fragment (8931 bp) , which was recovered by 
Sall/Nhel digestion of the plasmid comprising two mutations in the 

15 L gene (pSeV/ASallNhelf rg-MCS) , constructed in Example 1. Finally, 
pSeV18+/MtsHNtsP86Lmut.AF-GFP (comprising the temperature sensitive 
mutation, and the mutations P(E86K) and L (N1197S/K1795E) ) and 
pSeV18+/MtsHNtsP511Lmut.AF-GFP (comprising the temperature sensitive 
mutation and the mutations P(L511F) and L (N1197S/K1795E) ) (commonly 

20 designated as pSeV18+/MtsHNtsPLmut AF-GFP) were constructed. 

A cDNA comprising the SEAP gene was constructed to measure the 
expression level of comprised genes. Specifically, Not I was used to 
cut out an 163 8 bp SEAP fragment comprising a termination 
signal -intervening sequence- initiation signal downstream of the SEAP 

25 gene (WO00/70070) . This fragment was integrated into the NotI site 
at the +18 position of pSeV18+/MtsHNts P86Lmut . AF-GFP and 
pSeV18+/MtsHNts P511Lmut . AF-GFP, which were then designated as 
pSeV18+SEAP/MtsHNts P86Lmut.AF-GFP and pSeV18+SEAP/MtsHNts P511Lmut. 
AF-GFP, respectively. 

30 

[Example 15] Reconstruction and amplification of F-deficient SeV 
comprising both temperature resistant mutation and P/L mutation 

The virus was reconstructed in accordance with the method 
reported by Li et al . (Li, H.-O. et al . , J. Virology 74, 6564-6569 
35 (2000) , WO00/70070) , the details of which are found in Example 2 of 
this specification. The titers of the respective viral solutions 
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prepared by this method were as follows: 8.6xl0 8 GFP-CIU/mL for 
SeV18+/MtsHNts P86Lmut.AF-GFP; 4 . 2xl0 8 GFP-CIU/mL for SeV18 + /MtsHNts 
P511Lmut.AF-GFP; 1.7xl0 8 GFP-CIU/mL for SeV18+SEAP/MtsHNts P86Lmut. 
AF-GFP; and 1 . 7xl0 8 GFP-CIU/mL for SeV18+SEAP/MtsHNts P511Lmut.AF-GFP 
5 (GFP-CIU is defined as described in WO00/70070) . 

[Example 16] Quantification of secondarily released particles from 
F-def icient SeV comprising both temperature resistant mutation and 
P/L mutation 

10 Secondarily released particles were quantified by measuring HA 

activity using the culture supernatant of infected cells. 
Measurments for SeV18+/AF-GFP were also conducted at the same time. 
Experimental method is detailed in Example 4 and Example 11 above. 
Briefly, lxlO 7 ClU/ml or 3x 10 7 ClU/ml of each viral solution was added 

15 (100 (il/well) to LLC-MK2 cells grown to confluency on 6-well plates 
(each MOI = l or MOI=3) . Cells were then infected for one hour. The 
cells were washed with MEM and combined with 1 ml of serum- free MEM 
per well, and then cultured at 37°C. Sampling was carried out every 
day, and immediately after sampling, 1 ml of fresh serum-free MEM 

20 was added to the sample. Culturing and sampling were conducted over 
time . 

HA activity was measured according to the method of Kato et al . 
(Kato, A., et al., Genes Cell 1, 569-579 (1996)). Thus, the viral 
solution was serially diluted with PBS, making serial two-fold 50 

25 |il dilutions for each well of a 96-well round -bottomed plate. 50 jil 
of this solution was combined with 50 |il of preserved chicken blood 
diluted to 1% with a PBS (Cosmo Bio Co. Ltd., Tokyo, Japan) , and allowed 
to stand at 4°C for one hour. Erythrocyte agglutination was examined, 
and, among agglutinated samples, HA activity was judged to be the 

30 highest dilution rate to achieve hemagglutination. 

When compared with cells infected with a non-mutant F-def icient 
SeV (SeV18+/AF-GFP) , for both MOI=l and MOI=3, secondarily released 
particle levels were reduced in cells infected with the F-def icient 
SeV vector comprising both the temperature resistant mutation and 

35 the P/L mutation (Fig. 27) . Secondarily released particles were 
especially reduced in SeV18 + /MtsHNts PSllLmut .AF-GFP compared to 
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SeV18+/MtsHNts AF-GFP without P/L mutation, revealing an additive 
effect attributable to P/L mutation transduction. However, 
SeV18+/MtsHNts P86Lmut . AF-GFP exhibited increased secondarily- 
released particle levels compared to SeV18+/MtsHNts AF-GFP, thus 
5 exhibiting no additive effect. From the point of view of reduction 
in secondarily released particles, SeV18+/MtsHNts PBllLmut. AF-GFP was 
judged to be outstanding. 

[Example 17] Cytotoxicity of F-deficient SeV comprising both 

10 temperature resistant mutation and P/L mutation 

Cytotoxicity was evaluated by utilizing CV-1 cells. The 
controls employed were an F-deficient SeV comprising no mutation 
transduced into P/L (SeV18+/AF-GFP) ; and two types of SeV, one 
comprising only a temperature sensitive mutation (SeV18+/MtsHNts 

15 AF-GFP) , and the other comprising only a P/L mutation (SeV18+/P511Lmut. 
AF-GFP, SeV18+/P86Lmut.AF-GFP) . The experimental method is detailed 
in Example 6 and Example 12 . Briefly, CV-1 cells were inoculated into 
a 96-well plate at a density of 2 . 5x 10 4 cells/well (100 pL/well) , 
and then cultured. The culture used MEM supplemented with 10% FBS . 

20 After 24 hours of culture, an SeV18+/AF-GFP, SeV18+/MtsHNts P86Lmut. 
AF-GFP or SeV18 + /MtsHNts PSllLmut .AF-GFP solution diluted with 1% 
BSA- supplemented MEM was added in a volume of 5 jiL/well to affect 
infection. Six hours later, medium comprising the virus solution was 
removed, and replaced with FBS-free MEM medium. Three days after 

25 infection, the culture supernatant was sampled, and subjected to 
quantification using a Cytotoxicity Detection Kit (Roche, Basel, 
Switzerland) according to kit instructions. Transduction of the 
temperature sensitive mutation (in SeV18 + /MtsHNts. AF-GFP) reduced 
cytotoxicity to some extent, and transduction of the P/L mutation 

30 (in SeV18 + /P86Lmut.AF-GFP and SeV18 + /P511Lmut.AF-GFP) also resulted 
in a similar reduction in cytotoxicity. The combination of both (in 
SeV18+/MtsHNts P86Lmut .AF-GFP and SeV18+/MtsHNts PBllLmut .AF-GFP) 
resulted in an additive effect, leading to a marked reduction in 
cytotoxicity (Fig. 28) . 

35 



[Example 18] Quantification of expression of the genes comprised in 
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F-deficient SeV comprising both temperature resistant mutation and 
P/L mutation 

Both SeV18 + /MtsHNts P86Lmut.AF-GFP and SeV18+/MtsHNts PSllLmut. 
AF-GFP were also transduced with the SEAP gene at the +18 position, 
5 and SEAP expression level in infected cells was measured over time. 

The experimental method is detailed in Example 5 and Example 
13 . Briefly, the LLC-MK2 cells were infected with SeV18+SEAP/AF-GFP, 
SeV18+SEAP/MtsHNts P86Lmut .AF-GFP or SeV18+SEAP/MtsHNts P511Lmut. 
AF-GFP at M0I=1 or M0I=3, and the culture supernatant was sampled 

10 over time (every 24 hours) . SEAP activity was examined using a 
Reporter Assay Kit-SEAP (Toyobo Co. Ltd., Osaka, Japan) according 
to kit instructions . While a slight reduction in the expression level 
during the early stages of infection was noted, SEAP activity was 
almost similar for all vectors (Fig. 29) . Thus, it was judged that 

15 there was almost no reduction in expression level, even when using 
the vector comprising both temperature resistant mutation and P/L 
mutation . 

As an index of cytotoxicity, each vector comprising the SEAP 
gene was also subjected to LDH quantification in the infected cell 
20 culture supernatant. Similar to vectors without the SEAP gene, the 
transduction of both the temperature resistant mutation and the P/L 
mutation resulted in a marked reduction in cytotoxicity (Fig. 30) . 

[Example 19] Construction of the genomic cDNA of M gene-deficient 
2 5 SeV comprising the EGFP gene 

This construction used the full-length genomic cDNA of 

M-deficient SeV, which is M gene-deficient (pSeV18+/AM: WO00/09700) . 
The construction scheme is shown in Fig. 31 . The BstEII fragment (2098 
bp) comprising the M-deficient site of pSeV18+/AM was subcloned to 

30 the BstEII site of pSE280 (pSE-BstEIIf rg construction) . The EcoRV 
recognition site at this pSE280 site had been deleted by previous 
digestion with Sall/Xhol followed by ligation (Invitrogen, Groningen, 
Netherlands) . pEGFP comprising the GFP gene (TOYOBO, Osaka, Japan) 
was digested using Acc65I and EcoRI , and the 5 '-end of the digest 

35 was blunted by filling in using a DNA blunting Kit (Takara, Kyoto, 
Japan) . The blunted fragment was then subcloned into the 
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pSE-BstEIIf rg, which had been digested with EcoRV and treated with 
BAP (TOYOBO, Osaka, Japan) . ThisBstEII fragment, comprising the EGFP 
gene, was returned to the original pSeV18+/AM to construct the M 
gene-deficient SeV genomic cDNA (pSeV18+/AM-GFP) , comprising the EGFP 
5 gene at the M-def icient site. 

[Example 20] Construction of SeV genomic cDNA deficient in the M and 
F genes 

The construction scheme described below is shown in Fig. 32. The 

10 M gene was deleted using pBlueNaelf rg-AFGFP, which was constructed 
by subcloning an Nael fragment (4922 bp) of the F-deficient Sendai 
virus full-length genomic cDNA comprising the EGFP gene at the F 
gene-deficient site (pSeV18+/AF-GFP : Li, H.-O. et al . , J. Virology 
74, 6564-6569 (2000), WO00/70070) , to the EcoRV site of pBluescript 

15 II (Stratagene, La Jolla, CA) . Deletion was designed so as to excise 
the M gene using the ApaLI site directly behind it . That is, the ApaLI 
recognition site was inserted right behind the P gene, so that the 
fragment to be excised became 6n. Mutagenesis was performed using 
the QuikChange™ Site-Directed Mutagenesis Kit (Stratagene, La Jolla, 

20 CA) according to kit method. The synthetic oligonucleotide sequences 
used for the mutagenesis were 

« 5' -agagtcactgaccaactagatcgtgcacgaggcatcctaccatcctca-3 ' / SEQ ID NO: 
27 and 5' - tgaggatggtaggatgcctcgtgcacgatctagttggtcagtgactct-3 ' / SEQ 
ID NO: 28. After mutagenesis , the resulting mutant cDNA was part ially 

25 digested using ApaLI (at 37°C for five minutes) , recovered using a 
QIAquick PCR Purification Kit (QIAGEN, Bothell, WA) , and then ligated 
as it was. The DNA was again recovered using the QIAquick PCR 
Purification Kit, digested with BsmI and StuI, and used to transform 
DH5oc to prepare the M gene-deficient (and F gene-deficient) DNA 

30 (pBlueNaelf rg-AMAFGFP) . 

pBlueNaelf rg-AMAFGFP deficient in the M gene (and F gene) was 
digested with Sail and ApaLI to recover the 1480 bp fragment comprising 
the M gene-deficient site. pSeV18+/AF-GFP was digested with 
ApaLI/Nhel to recover the HN gene-comprising fragment (6287 bp) , and 

35 these two fragments were subcloned into the Sall/Nhel site of Litmus 
38 (New England Biolabs, Beverly, MA) (LitmusSall/Nhelf rg-AMAFGFP 
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construction) . The 7767 bp fragment recovered by digesting 
LitmusSall/Nhelf rg-AMAFGFP with Sall/Nhel was ligated to another 
fragment (8294 bp) obtained by digesting pSeV18+/AF-GFP with 
Sall/Nhel, that did not comprise genes such as the M and HN genes. 
5 In this way an M- and F-deficient Sendai virus full-length genome 
cDNA comprising the EGFP gene at the deficient site (pSeV18 + /AMAF-GFP) 
was constructed. Structures of the M-def icient (and M- and 
F-deficient) viruses thus constructed are shown in Fig. 33. 

10 [Example 21] Preparation of helper cells expressing SeV-F and SeV-M 
proteins 

To prepare helper cells expressing M protein (and F protein) , the 
Cre/loxP expression induction system was used. This system uses a 
plasmid, pCALNdLw, which is designed to induce the expression of gene 

15 products using Cre DNA recombinase (Arai, T. et al., J. Virol. 72: 
1115-1121 (1988) ) . This system was also employed for the preparation 
of helper cells (LLC-MK2/F7 cells) for the F protein (Li, H.-O. et 
al., J. Virology 74, 6564-6569 (2000), WO00/70070) . 
<1> Construction of M gene-expressing plasmids 

20 To prepare helper cells which induce the simultaneous expression 
of F and M proteins, the above-described LLC-MK2/F7 cells were used 
to transfer the M gene to these cells using the above-mentioned system. 
Since the pCALNdLw/F used in the transfer of the F gene contained 
the neomycin resistance gene, it was essential to insert a different 

25 drug resistance gene to enable use of the same cells. Therefore, 
according to the scheme described in Fig. 34, the neomycin resistance 
gene of the M gene-comprising plasmid (pCALNdLw/M : the M gene was 
inserted at the Swal site of pCALNdLw) was replaced with the hygromycin 
resistance gene. That is, after pCALNdLw/ M was digested with Hindi. 

30 and EcoT22I, an M gene-comprising fragment (4737 bp) was isolated 
by electrophoresis on agarose, and the corresponding band was excised 
and recovered using the QIAEXII Gel Extraction System. At the same 
time, pCALNdLw/M was digested with Xhol to recover a fragment that 
did not comprise the neomycin resistance gene (5941 bp) , and then 

35 further digested with Hindi to recover a 1779 bp fragment. The 
hygromycin resistance gene was prepared by performing PCR using 
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pcDNA3 . lhygro (+) (Invitrogen, Groningen, Netherlands) as the 
template and the following pair of primers: hygro-5' 
(5 ' -tctcgagtcgctcggtacgatgaaaaagcctgaactcaccgcgacgtctgtcgag-3 ' / 
SEQ ID NO: 29) and hygro-3' 

5 (5 ' -aatgcatgatcagtaaattacaatgaacatcgaaccccagagtcccgcctattcctttgc 
cctcggacgagtgctggggcgtc-3 ' ) /SEQ ID NO: 30). The PCR product was 
recovered using the QIAquick PCR Purification Kit, and then digested 
using Xhol and EcoT22I. pCALNdLw-hygroM was constructed by ligating 
these three fragments. 

10 <2> Cloning of helper cells which induce the expression of SeV-M (and 
SeV-F) protein (s) 

Transfection was performed using the Superfect Transfection 
Reagent by the method described in the Reagent ' s protocol . LLC-MK2/F7 
cells were plated on 60 mm diameter Petri dishes at 5xl0 5 cells/dish, 

15 and then cultured in D-MEM containing 10% FBS for 24 hours. 
pCALNdLw-hygroM (5 ^g) was diluted in D-MEM containing neither FBS 
nor antibiotics (150 [xl in total) . This mixture was stirred, 30 |il 
of the Superfect Transfection Reagent was added, and the mixture was 
stirred again. After standing at room temperature for ten minutes, 

20 D-MEM containing 10% FBS (1 ml) was added. The transfection mixture 
thus prepared was stirred, and added to LLC-MK2/F7 cells which had 
been washed once with PBS . After three hours of culture in an incubator 
at 37°C and in 5% C0 2 atmosphere, the transfection mixture was removed, 
and the cells were washed three times with PBS. D-MEM containing 10% 

25 FBS (5 ml) was added to the cells, which were then cultured for 24 
hours. After culture, the cells were detached using trypsin, plated 
onto a 96-well plate at a dilution of about 5 cells/well, and cultured 
in D-MEM containing 10% FBS supplemented with 150 |ag/ml hygromycin 
(Gibco-BRL, Rockville, MD) for about two weeks. Clones propagated 

30 from a single cell were cultured to expand to a 6-well plate culture. 
A total of 130 clones were thus prepared, and were analyzed as detailed 
below. 

<3> Analysis of helper cell clones which induce the expression of 
SeV-M (and SeV-F) protein (s) 
35 Western-blotting was used to semi-quantitatively analyze M 

protein expression in the 130 clones obtained as detailed above. Each 
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clone was plated onto a 6-well plate, and, when in a state of near 
confluence, infected at M0I=5 with a recombinant adenovirus 
expressing Cre DNA recombinase (AxCANCre) diluted in MEM containing 
5% FBS, according to the method of Saito et al . (Saito, I. et al., 
5 Nucl. Acid. Res. 23, 3816-3821 (1995); Arai, T. et al . , J. Virol. 
72, 1115-1121 (1998)). After culturing at 32°C for two days, the 
culture supernatant was removed. The cells were washed once with PBS, 
and recovered by detachment using a scraper. SDS-PAGE was performed 
by applying 1/10 of the cells thus recovered per lane, and then 

10 Western-Blotting was carried out using anti-M protein antibody, 
according to the method described in Examples 3 and 4. Of the 13 0 
clones, those showing relatively high M protein expression levels 
were also analyzed by Western-blotting using the anti-F protein 
antibody (f236: Segawa, H. etal., J. Biochem. 123, 1064-1072 (1998)). 

15 Both results are described in Fig. 35. 

[Example 22] Reconstitution of M gene-deficient SeV virus 

Reconstitution of M gene-deficient SeV (SeV18+/AM-GFP) was 
carried out in conjunction with assessment of the clones described 

20 in Example 21. That is, P0 lysate of SeV18+/AM-GFP was added to each 
clone, and whether or not GFP protein spread was observed (whether 
or not the trans -supply of M protein was achieved) was examined. P0 
lysate was prepared according to the method described in Example 2, 
as follows : LLC-MK2 cells were plated on 100-mm diameter Petri dishes 

25 at 5xl0 6 cells/dish, cultured for 24 hours, and then infected at MOI=2 
with PLWUV-VacT7 at room temperature for one hour. Plasmids 
pSeV18+/AM-GFP, pGEM/NP, pGEM/P, pGEM/L, pGEM/F-HN and pGEM/M were 
suspended in Opt i -MEM at weight ratios of 12 fig, 4 jig, 2 jig, 4 jag, 
4 jig and 4 jig/dish, respectively. To these suspensions , the equivalent 

30 of 1 jig DNA/ 5 |il of SuperFect transf ection reagent was added and mixed. 
The mixture was allowed to stand at room temperature for 15 minutes, 
and finally added to 3 ml of Opti-MEM containing 3% FBS. This mixture 
was added to the cells, which were then cultured. After culturing 
for five hours, the cells were washed twice with serum- free MEM, and 

35 cultured in MEM containing 40 |ig/ml AraC and 7.5 |ig/ml trypsin. After 
24 hours of culture, LLC-MK2/F7/A cells were layered at 8.5xl0 6 
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cells/dish, and further cultured in MEM containing 40 |ig/ml AraC and 
7.5 jig/ml trypsin at 37°C for two days. These cells were recovered, 
the pellet was suspended in 2 ml/dish Opti-MEM, and P0 lysate was 
prepared by repeating three cycles of freezing and thawing. At the 
5 same time, ten different clones were plated on 24 -well plates. When 
nearly confluent, they were infected with AxCANCre at MOI=5, and 
cultured at 32°C for two days. These cells were transfected with P0 
lysate of SeV18+/AM-GFP at 200 |al/well, and cultured using serum-free 
MEM containing 40 jig/ml AraC and 7 . 5 |xg/ml trypsin at 32°C. GFP protein 

10 spread due to SeV18+/AM-GFP was observed in clones #18 and #62 (Fig. 
36) . This spread was especially rapid in clone #62, which was used 
in subsequent experiments. Hereafter, these cells prior to induction 
with AxCANCre are referred to as LLC-MK2/F7/M62 . After induction, 
cells which continuously express F and M proteins are referred to 

15 as LLC-MK2/F7/M62/A. Preparation of SeV18+/AM-GFP cells was 
continued using LLC-MK2/F7/M62/A cells . Six days after P2 infection, 
9.5xl0 7 GFP-CIU viruses were prepared. Five days after P4 infection, 
3.7xl0 7 GFP-CIU viruses were prepared. 

It is thought that, in this experiment, recovery of the 

20 SeV18 + /AM-GFP virus became possible after the modification indicated 
in Example 3 (e.g., culturing at 32°C after the PI stage). In 
SeV18+/AM-GFP, in trans supply of M protein from expression cells 
(LLC-MK2/F7/M62/A) is thought to be a cause, however, spread was 
extremely slow, and was finally observed seven days after PI infection 

25 (Fig. 36) . Thus, also in viral reconstitution experiments, 
"culturing at 32 °C after the PI stage" is supported as being very 
effective in reconstituting SeV which has inefficient 
transcription-replication or poor ability to form infectious virions . 

30 [Example 23] Productivity of an M gene-deficient virus 

The productivity of this virus was also investigated. 

LLC-MK2/F7/M62/A cells were plated on 6-well plates and cultured at 

37°C. When the cells were nearly confluent, they were shifted to 32°C. 

One day later, these cells were infected at MOI = 0 . 5 with SeV18+/AM-GFP . 
3 5 The culture supernatant was recovered over time, and replaced with 

fresh medium. Supernatant s thus recovered were assayed for CIU and 
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HAU. Most viruses were recovered four to six days after infection 
(Fig. 37) . HAU was maintained for six or more days after infection, 
however cytotoxicity was strongly exhibited at this point , indicating 
the cause was not HA protein originating in viral particles, but rather 
5 the activity of HA protein free or bound to cell debris. Therefore 
for virus collection, the culture supernatant should be recovered 
by the fifth day after infection. 

[Example 24] Structural confirmation of M gene-deficient SeV 
10 SeV18+/AM-GFP' s viral genes were confirmed by RT-PCR, and the 

viral proteins by Western-blotting. In RT-PCR, the P2 stage virus 
six days after infection was used. QIAamp Viral RNA Mini Kit (QIAGEN, 
Bothell, WA) was used in the recovery of RNA from the viral solution. 
Thermoscript RT-PCR System (Gibco-BRL, Rockville, MD) was used to 
15 prepare the cDNA. Both systems were performed using kit protocol 
methods. The random hexamer supplied with the kit was used as the 
primer for cDNA preparation. To confirm that the product was formed 
starting from RNA, RT-PCR was performed in the presence or absence 
of reverse transcriptase. PCR was performed with the above -prepared 
20 cDNA as the template, using two pairs of primers: one combination 
of F3593 (5' -ccaatctaccatcagcatcagc-3 ' /SEQ ID NO: 31) on the P gene 
and R4993 (5 ' - ttcccttcatcgactatgacc-3 ' /SEQ ID NO: 32) on the F gene, 
and another combination of F3208 (5 ' -agagaacaagactaaggctacc-3 ' / SEQ 
ID NO: 33) on the P gene and R4993 . As expected from the gene structure 

25 of SeV18+/AM-GFP, amplifications of 1073 bp and 1458 bp DNAs were 
observed from the former and latter combinations respectively (Fig. 
38) . Where reverse transcriptase was omitted (RT-) , gene 
amplification did not occur. Where the M gene was inserted instead 
of the GFP gene (pSeV18+GFP) , 1400 bp and 1785 bp DNAs were amplified 

30 respectively. These DNAs are clearly different in size from those 
described above, supporting the fact that this virus is M 
gene-deficient in structure. 

Protein confirmation was performed using Western- blotting. 
LLC-MK2 cells were infected at MOI=3 with SeV18+/AM-GFP, 

35 SeV18+/AF-GFP and SeV18+GFP, respectively, and the culture 
supernatant and cells were recovered three days after infection. The 
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culture supernatant was centrifuged at 48,000 g for 45 minutes to 
recover viral proteins. After SDS-PAGE, Western-blotting was 
performed to detect proteins using anti-M protein antibody, anti-F 
protein antibody, and DN-1 antibody (rabbit polyclonal) which mainly 
5 detects NP protein, according to the method described in Examples 
3 and 4. In cells infected with SeV18+/AM-GFP, M protein was not 
detected while F or NP protein was observed. Therefore this virus 
was also confirmed to have the SeV18+/AM-GFP structure from the point 
of view of proteins (Fig. 39) . F protein was not observed in cells 
10 infected with SeV18+/AF-GFP, while all viral proteins examined were 
detected in cells infected with SeV18+GFP. In addition, very little 
NP protein was observed in the culture supernatant in the case of 
infection with SeV18+/AM-GFP, indicating that there were no or very 
few secondarily released particles. 

15 

[Example 25] Quantitative analysis concerning the presence or absence 
of secondarily released particles of M gene-deficient SeV 

As described in Example 24, LLK-MK2 cells were infected with 
SeV18+/AM-GFP at M0I=3, the culture supernatant was recovered three 
20 days after infection, filtered through an 0 . 45 jimpore diameter filter, 
and then centrifuged at 48,000 g for 45 minutes to recover viral 
proteins. Western-blotting was then used to semi -quantitatively 
detect viral proteins in the culture supernatant. Samples similarly 

prepared from cells infected with SeV18+/AF-GFP were used as the 
25 control. Serial dilutions of respective samples were prepared and 
subjected to Western-blotting to detect proteins using the DN-1 
antibody (primarily recognizing NP protein) . The viral protein level 
in the culture supernatant of cells infected with SeV18+/AM-GFP was 
estimated to be about 1/100 that of cells infected with SeV18+/AF-GFP 
30 (Fig. 40) . Sample HA activities were 64 HAU for SeV18 + /AF-GFP, 
compared to less than 2 HAU for SeV18+/AM-GFP . 

Time courses were examined for the same experiments. That is, 

LLC-MK2 cells were infected at MOI=3 with SeV18+/AM-GFP, and the 
culture supernatant was recovered over time (every day) to measure 
35 HA activity (Fig. 41) . Four days or more after infection, slight HA 
activity was detected. However, measurements of LDH activity, an 
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indicator of cytotoxicity, revealed clear cytotoxicity four or more 
days after infection in the SeV18 + /AM-GFP-inf ected cells (Fig. 42) . 
This indicated the strong possibility that elevated HA activity was 
not due to VLPs, but to the activity of HA protein bound to or free 
5 from cell debris . Furthermore, the culture supernatant obtained five 
days after infection was examined using Dosper Liposomal Transfection 
Reagent, a cat ionic liposome (Roche, Basel, Switzerland) . The 
culture supernatant (100 jil) was mixed with Dosper (12.5^1), allowed 
to stand at room temperature for ten minutes, and then transf ected 

10 to LLC-MK2 cells cultured to confluency on 6-well plates . Inspection 
under a fluorescence microscope two days after transfection revealed 
that many GFP-positive cells were observed in the supernatant of cells 
infected with SeV18+/AF-GFP which contained secondarily released 
particles , while very few or almost no GFP-positive cells were observed 

15 in the supernatant of cells infected with SeV18 + /AM-GFP (Fig. 43) . 
From the above results, the secondary release of particles was 
concluded to be almost completely suppressed by M protein deficiency. 

[Example 26] Reconstitut ion of SeV deficient in both F and M genes 

20 Reconstitution of SeV deficient in both F and M genes 

(SeV18+/AMAF-GFP) was performed by the same method . used for the 
reconstitution of SeV18+/AM-GFP, as described in Example 22. That 
is, LLC-MK2 cells were plated on 100-mm diameter Petri dishes at 5xl0 6 
cells/dish, cultured for 24 hours, and then infected at M0I=2 with 

25 PLWUV-VacT7 at room temperature for one hour. Plasmids 
pSeV18+/AMAF-GFP, pGEM/NP, pGEM/P, pGEM/L, pGEM/F-HN and pGEM/M were 
suspended in Opt i -MEM at weight ratios of 12 jig, 4 jig, 2 jj,g, 4 )^g, 
4 \ig and 4 |u,g/dish, respectively. One jig DNA/5 |ul equivalent of 
SuperFect transfection reagent were added to the suspension and mixed. 

30 The mixture was allowed to stand at room temperature for 15 minutes 
before 3 ml of Opt i -MEM containing 3% FBS was added. The mixture was 
added to the cells after washing with serum- free MEM, and the cells 
were cultured. After five hours of culture, the cells were washed 
twice with serum- free MEM, and cultured in MEM containing 4 0 jig/ml 

35 AraC and 7.5 |ig/ml trypsin. After culturing for 24 hours, 
LLC-MK2/F7/M62/A cells were layered at 8 . 5x 10 6 cells/dish, and 
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further cultured in MEM containing 40 (ig/ml AraC and 7 . 5 pg/ml trypsin 
at 37°C for two days. These cells were recovered, the pellet was 
suspended in 2 ml/dish of Opti-MEM, and P0 lysate was prepared by 
repeating three cycles of freezing and thawing. Meanwhile, 
5 LLC-MK2/F7/M62/A cells were plated on 24 -well plates until nearly 
confluent, and then moved to 32°C, and cultured for one day. Cells 
thus prepared were transfected with P0 lysate of SeV18+/AMAF-GFP at 
200 ^I/well, and cultured using serum- free MEM containing 40 (ig/ml 
AraC and 7.5 |Kj/ml trypsin at 32°C. With P0, well spread GFP positive 

10 cells were observed. In the case of PI, spread of GFP positive cells 
was also observed, although very weak (Fig. 44) . However, viral 
solution comprising a detectable titer could not be recovered. Where 
LLC-MK2/F7/M62/A cells were infected with SeV18+/AF-GFP or 
SeV18+/AM-GFP, the smooth spread of GFP positive cells was observed 

15 for both viruses (Fig. 45) . Cells expressing, both F and M 
(LLC-MK2/F7/M62/A cells) were infected with SeV18+/AF-GFP or 
SeV18 + /AM-GFP at MOI = 0 . 5 . Sampling was carried out three and six days 
later. Samples were mixed with 1/6.5 volume of 7.5 % BSA (final 
concentration=l%) and stored. Vector productivity was investigated 

20 by measuring titers . As a result, SeV18 + /AF-GFP was recovered as viral 
solution of 10 8 or more GFP-CIU/ml and SeV18+/AM-GFP was recovered 
as viral solution of 10 7 or more GFP-CIU/ml (Table 1) . Thus, these 
results indicate that both M and F proteins can be successfully 
supplied in trans. 

25 





Table 


1 




3 days after 


6 days after 




infection 


infection 


SeV18+/AF-GFP 


1.0x10 s 


1.7xl0 8 


SeV18+/AM-GFP 


1 . OxlO 7 


3.6xl0 7 GFP-CIU/ml 



[Example 27] Improvement in helper cells expressing SeV-F and M 
30 proteins 

When using the M/F-expressing LLC-MK2/F7/M62/A helper cells, 
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M/F double-deficient SeV (SeV18+/AMAF-GFP) viral particles could not 
be recovered. However, F-deficient SeV (SeV18+/AF-GFP) and 
M-def icient SeV (SeV18+/AM-GFP) could be both reconstructed and 
produced. Therefore, M and F protein trans-supply, as a basic ability 
5 of the Cre/loxP expression- inducing system utilizing the same helper 
cells, was considered to be sufficiently possible. Thus, the use of 
the Cre/loxP expression- inducing system was judged effective, and 
further increases in the levels of M and F proteins expressed using 
this system was judged to be required in order to enable reconstruction 

10 of the M/F double-deficient SeV. 

<1> Construction of a M and F-expressing plasmid 

To improve the helper cells that simultaneously induce the 
expression of M and F proteins, the above-described system was used 
to re-transduce M and F genes into above-described LLC-MK2/F7/M62 

15 cells (produced earlier) . Since the pCALNdLw/F used to transduce the 
F gene comprised a neomycin resistant gene, and the pCALNdLw/hygroM 
used to transduce the M gene comprised a hygromycin resistant gene, 
different resistance genes needed to be transduced in order to use 
these cells. Accordingly, the neomycin resistant gene of the F 

20 gene- comprising plasmid (pCALNdLw/F: M gene transduced into the Swal 
site of pCALNdLw) was replaced with a zeocin resistant gene, in 
accordance with the scheme shown in Fig. 46. Thus, the pCALNdLw/F 
was digested with Spel and EcoT22I, an F gene -comprising fragment 
(5477 bp) was separated using agarose electrophoresis, and the 

25 relevant band was cut out and recovered using a QIAEXII Gel Extraction 
System. At the same time, pCALNdLw/F was cleaved with Xhol, and a 
fragment without the neomycin resistant gene (6663 bp) was recovered, 
and then further cleaved with Spel to recover a 1761 bp fragment. 
The zeocin resistant gene was prepared as follows: PCR was carried 

30 out using pcDNA3 . lZeo (+) (Invitrogen, Groningen, Netherlands) as a 
template and two primers, zeo-5' (5'- 

TCTCGAGTCGCTCGGTACGatggccaagttgaccagtgccgttccggtgctcac-3 ' /SEQ ID 
No: 34) ; and zeo-3 1 (5 ' - 

AATGCATGATCAGTAAATTACAATGAACATCGAACCCCAGAGTCCCGC t cag t cctgctcctcg 

35 gccacgaagtgcacgcagttg-3 ' /SEQ ID NO: 35) . The amplification product 
was recovered using a QIAquick PCR Purification Kit, and digested 
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with Xhol and EcoT22I. These three fragments were then ligated to 
prepare pCALNdLw- zeoF . An Xhol fragment was then used to recombine 
the drug resistant gene -comprising fragment, and the pCALNdLw-zeoM 
gene was constructed. 
5 <2> Cloning of helper cells 

Transfection was conducted according to the method described 
in the protocol using a Lipofect AMINE PLUS reagent (Invitrogen Corp. , 
Groningen, Netherlands) . Thus, the following procedures were 
performed: The LLC-MK2/F7/M62 cells were inoculated to 60 mm petri 

10 dishes at a density of 5xl0 5 cells/dish, and cultured in 10% 
FBS- comprising D-MEM for 24 hours. Each 1 |ig (2 jig in total) of the 
pCALNdLw - zeoF and pCALNdLw - zeoM was diluted in FBS- and 
antibiotic-free D-MEM (242 jiL in total) , agitated, combined with 8 
|il of a Lipofect AMINE PLUS reagent, re-agitated, and allowed to stand 

15 at room temperature for 15 minutes. Subsequently, 12 jiL of the 
Lipofect AMINE reagent diluted preliminarily with an FBS- and 
antibiotic-free D-MEM (250 \iL in total) was added, and the mixture 
was allowed to stand at room temperature for 15 minutes . Subsequently, 
2 ml of the FBS- and antibiotic-free D-MEM was added and agitated. 

20 This transfection mixture was added to the LLC-MK2/F7/M62 cells, which 

had been washed once with PBS. After culturing in a 37°C in 5% C0 2 
incubator for three hours, 2.5 ml of 20% FBS -containing D-MEM was 
added without removing the transfection mixture . After culturing for 
24 hours, the cells were scraped using trypsin, dispensed to a 96 -well 

25 plate at a density of about 5 cells/well or 25 cells/well , and cultured 
for about two weeks in 500 |ig/mL zeocin (Gibco-BRL, Rockville, 
MD) -containing 10% FBS -supplemented D-MEM. Clones spreading from a 
single cell were propagated up to 6-well plates . A total of 98 clones 
thus prepared were analyzed. 

30 The resultant 98 clones were semi-quantitatively examined for 

M and F protein expression levels using Western-blotting. Each clone 
was inoculated into a 12 -well plate, and when almost confluent, was 
infected with a Cre DNA recombinase-expressing recombinant adenovirus 
(AxCANCre) , diluted with a 5% FBS-containing MEM at MOI=5 using the 

35 method of Saito et al . (Saito, I. et al. , Nucl . Acid. Res. 23, 3816-3821 
(1995); andArai, T. et al., J. Virol. 72, 1115-1121 (1998)). After 
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culturing at 32°C for two days, the culture supernatant was removed. 
The cells were washed once with PBS , and recovered by scraping with 
a cell scraper. A 1/5 volume aliquot was applied per lane, subjected 
to SDS-PAGE, and then Western blotting using an anti-M antibody and 
5 an ant i-F antibody (f236: Segawa, H. etal., J. Biochem. 123, 1064-1072 
(1998)). The results of nine clones of about 98 evaluated are 
indicated in Fig. 47. 

[Example 28] Reconstitution of M/F double-deficient SeV (2) 

10 The reconstitution of M/F double-deficient SeV 

(SeV18+/AMAF-GFP) was conducted in conjunction with the evaluation 
of the clones described in Example 27. Thus, the possibility of 
reconstitution was evaluated using P0 Lysate (lysate of the 
transfected cells) of the M/F double-deficient SeV reconstitution, . 

15 P0 lysate was prepared as described below, in a method analogous to 
that described in Example 2. LLC-MK2 cells were inoculated at a 
density of. 5xl0 6 cells/dish to a 100 mm petri dish, cultured for 24 
hours, and then infected with aPLWUV-VacT7 at room temperature for 
one hour (MOI=2) . After washing with serum-free MEM, the plasmids 

20 pSeV18+/AMAF-GFP, pGEM/NP, pGEM/P, pGEM/L, pGEM/F-HN and pGEM/M were 
suspended in Opt i -MEM in the ratios of 12 jug, 4 jig, 2 jig, 4 jag, 4 jag 
and 4 jig/dish, respectively. SuperFect transfection reagent was 
added at a concentration of 5 (iL reagent to 1 (ig DNA. The samples 
were mixed, allowed to stand at room temperature for 15 minutes, and 

25 finally combined with 3 ml of a 3% FBS-containing Opti-MEM. The 
mixture was added to the cells, and they were cultured for five hours. 
The cells were then washed twice with serum-free MEM, and cultured 
in MEM containing 40 (jg/mL AraC and 7 . 5 |ig/mL Trypsin . After culturing 
for 24 hours, 8 . 5x 10 6 cells/dish were overlaid with LLC-MK2/F7/A, 

30 and cultured for a further two days at 37°C in MEM containing 40 |ug/mL 
AraC and 7.5 jag/mL Trypsin. These cells were recovered, the pellet 
was suspended in 2 ml/dish of Opti-MEM, and then frozen and thawed 
three times repeatedly, thus preparing P0 lysate. Meanwhile, freshly 
cloned cells were inoculated to a 24 -well plate . When nearly confluent, 

35 these cells were infected with AxCANCre at MOI=5, and then cultured 
at 32°C for two days. The resultant cells were transfected with 200 
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fil/well of the P0 lysate of SeV18+/AMAF-GFP, and cultured in serum-free 
MEM comprising 40 |ig/mL AraC and 7.5 |ig/mL Trypsin at 32°C. Twenty 
clones of those evaluated exhibited GFP protein spread, and M/F 
double-deficient SeVs were successfully recovered. Reconstitution 
5 conditions for several of these clones are indicated (Fig. 48) . 
However, in clone #33 (LLC-MK2/F7/M62/#33) , 10 8 GFP-CIU/mL or more 
infected viral particles were recovered at the p3 stage (the third 
subculture) . Therefore, clone #3 3 was regarded as an extremely 
promising cell for production. Transduction of LLC-MK2/F7/M62 cells 

10 with both M and F genes resulted in the preparation cells enabling 
high yield recovery of M/F double-deficient SeV. These findings 
suggest that expression is extremely satisfactory at the 
LLC-MK2/F7/M62 cell stage, and slightly upregulated in both M/F 
proteins (via transduction of both the M and F genes) , enabling 

15 recovery of the M/F double-deficient SeV. 

[Example 29] Ability to produce M/F double-deficient SeV 

This virus was also examined from the point of view of ease of 
production. LLC-MK2/F7/M62/#33 were inoculated in a 6-well plate, 

20 and cultured at 37°C. When nearly confluent, the cells were infected 
with AxCANCre at M0I = 5 (LLC-MK2/F7/M62/#33/A) , and cultured at 32°C 
for two days. The cells were then infected with SeV18+/AMAF-GFP at 
MOI=0.5, and culture supernatant was recovered over time as fresh 
medium was added. The recovered supernatant was examined for CIU and 

25 HAU. Two days and beyond after infection, the virus was recovered 
continuously at 10 8 CIU/mL or more (Fig. 49) . Virus production was 
considered efficient because changes in CIU and HAU occurred in 
parallel, and most of the produced particles were infectious. 

30 [Example 30] Structural confirmation of M/F double-deficient SeV 

The SeV18+/AMAF-GFP viral gene was confirmed by RT-PCR, and the 
viral proteins were confirmed using Western-blotting . In RT-PCR, the 
virus at the P2 stage five days after infection (P2d5) was used. A 
QIAamp Viral RNA Mini Kit (QIAGEN, Bothell, WA) was used to recover 
35 RNA from the viral solution. A Superscript One-Step RT-PCR System 
(Gibco-BRL, Rockville, MD) was utilized in the cDNA preparation . Both 
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systems were used according to methods described in the protocols 
attached thereto. Two combinations of primers were used in PCRs for 
cDNA preparation and RT-PCR: the combination of F3208 on the P gene 
(5 1 -agagaacaagactaaggctacc-3 ■ /SEQ ID No: 33) and GFP-RV on the GFP 
5 gene (5 ' -cagatgaacttcagggtcagcttg-3 1 / SEQ ID No: 36); and the 
combination of this same F3208, and R6823 on the HN gene 
(5 1 -tgggtgaatgagagaatcagc-3 ■ /SEQ ID No: 3 7)'. As predicted from the 
gene structure of the SeV18+/AMAF-GFP, PCR using the former pair 
amplified a 644bp fragment, and that using the latter amplified a 

10 1495bp fragment (Fig. 50) . Amplification using SeV18+/AM-GFP and 
SeV18+/AF-GFP resulted in genes of respectively predicted size, 
indicating a clear difference in size compared to that obtained using 
the SeV18+/AMAF-GFP. Based on the findings described above, this 
virus is suggested to comprise a M/F double-deficient gene structure. 

15 Furthermore, Western-blotting was used to confirm structure 

from the point of view of the proteins. LLC-MK2 cells were infected 
at MOI=3 with SeV18+/AMAF-GFP, SeV18+/AM-GFP, SeV18+/AF-GFP and 
SeV18+GFP, and recovered two days after the infection. After 
performing SDS-PAGE, Western-Blotting was performed using an anti-M 

20 antibody, anti-F antibody, and a DN-1 antibody (rabbit polyclonal) 
which mainly recognizes NP protein. The methods are as described in 
Example 3 and Example 4 . Neither M protein nor F protein was observed 
in SeV18+/AMAF-GFP- infected cells, but NP was observed. Therefore 
the structure of SeV18+/AMAF-GFP was also confirmed from the viewpoint 

25 of proteins (Fig. 51) . At this time, SeV18+/AF-GFP- infected cells 
did not exhibit F protein, SeV18+/AM-GFP-inf ected cells did not 
exhibit M protein, and all of the tested viral proteins were observed 
in SeV18+GFP. 

30 [Example 31] Quantitative analysis of the presence or absence of M/F 
double-deficient SeV secondarily released particles 

This experiment was conducted over time. Thus, LLC-MK2 cells 
were infected at MOI=3 with SeV18+/AMAF-GFP, and culture supernatant 
was recovered at certain time intervals (every 24 hours) and examined 

35 for HA activity (Fig. 52) . Four days after infection, HA activity 
was observed, although at low levels. The increased HA activity for 
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SeV18+/AMAF-GFP was assumed to be attributable to HA protein bound 
to or liberated from cell debris, rather than to VLPs . Furthermore, 
culture supernatant obtained five days after infection was 
investigated using a cat ionic liposome, namely, Dosper Liposomal 
5 Transfection Reagent (Roche, Basel, Switzerland) . Thus, 100 jal of 
the culture supernatant and 12.5 (il of Dosper were mixed and allowed 
to stand at room temperature for ten minutes, and then transfected 
to LLC-MK2 cells which had been grown confluent ly in a 6 -well plate. 
Two days later, fluorescence microscopic observation revealed a large 

10 number of GFP-positive cells in the culture supernatant of the 
SeV18+/AF-GFP-inf ected cells containing secondarily released 
particles, while almost no GFP-positive cells were found in the 
SeV18+/AMAF-GFP- infected cell culture supernatant (Fig. 53) . Based 
on these findings, it was concluded that in the case of SeV18+/AMAF-GFP, 

15 secondary release of particles from infected cells was virtually 
absent . 

[Example 32] Evaluation of the viral infectivity of M/F 
double-deficient SeV and M-def icient SeV (in vitro) 

20 The efficiency of transduction and expression in non-dividing 

cells is an important factor for evaluating the performance of a gene 
transfer vector. Therefore, assessment is essential. Accordingly, 
cerebral cortex nerve cells were prepared from the brain of a rat 
fetus on day 17 of pregnancy. These cells were cultured as a first 

25 generation for investigating infectivity in non-dividing cells. 

The first generation nerve cell culture derived from the rat 
cerebral cortex was obtained as follows: On day 17 of pregnancy, a 
pregnant SD rat was decapitated under ether anesthesia. The abdomen 
was sterilized using Isodine and 80% ethanol, the uterus removed and 

30 placed onto a 10 cm petri dish, and the fetuses were taken from the 
uterus. Then, the fetal scalp and cranial bone were opened using INOX 
5 forceps, and the brain was excised to a 35 mm petri dish. The 
cerebellum and a part of the brain stem were removed using ophthalmic 
scissors, the cerebrum was divided into semispheres, and the remainder 

35 of the brain stem was removed. The olfactory bulb and the meninx were 
clipped off using forceps . Finally, the diencephalon and hippocampus 
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were removed using ophthalmic scissors, and the cortex was collected 
in a petri dish, cut into small pieces using a surgical scalpel, and 
transferred into a 15 mm centrifuge tube. The cells were treated with 
0.3 mg papain/ml at 3 7°C for ten minutes, treated and then washed with 
5 5 ml of serum-containing medium, and then dispersed. After passing 
through a 70 jam strainer, the cells were collected by centrif ugation 
and dispersed by gentle pipetting. The cells were then counted. The 
cells were inoculated onto a poly-L-lysine (PLL) -coated 24 well plate 
at a density of 2xl0 5 or 4xl0 5 cells/well, and two days later were 

10 infected with an M/F double-deficient SeV (SeV18+/AMAF-GFP) and an 
M-def icient SeV (SeV18+/AM-GFP) at MOI=3 . Thirty-six hours after 
infection, the cells were immunostained with MAP2 as a 
neurocyte-specif ic marker, and infected cells were identified on the 
basis of overlap with the GFP-expressing cells (SeV-inf ected cells) . 

15 MAP2 immunostaining was conducted as follows: The infected 

cells were washed with PBS, fixed with 4% paraformaldehyde at room 
temperature for ten minutes, again washed with PBS, and then blocked 
with a 2% normal goat serum- containing PBS at room temperature for 
60 minutes . The cells were reacted with a 200-f old-diluted anti-MAP2 

20 antibody (Sigma, St. Louis, MO) at 37°C for 30 minutes, washed with 
PBS, and reacted with a 2 00-f old-diluted secondary antibody (goat 

anti mouse IgG Alexa568: Molecular Probes Inc., Eugene, OR) at 37°C 
for 3 0 minutes . After washing with PBS, cell fluorescence was observed 
using a fluorescence microscope (DM IRB-SLR: Leica, Wetzlar, 
2 5 Germany) . 

In both the M/F double-deficient SeV (SeV18+/AMAF-GFP) and the 
M-def icient SeV (SeV18+/AM-GFP) , most of the MAP2 -posit ive cells were 
GFP positive (Fig. 54) . That is, most of the prepared nerve cells 
exhibited efficient SeV infection, and therefore both M/F 
30 double-deficient SeV and M-deficient SeV were confirmed to have 
efficient transduction and expression in non-dividing cells. 

[Example 33] Evaluation of the viral infectivity of M/F 
double-deficient SeV and M-deficient SeVs (in vivo) 
35 Infectivity in vivo was evaluated. 5 jul (lxlO 9 p . f .u/ml) of each 

of M/F double-deficient SeV (SeV18+/AMAF-GFP) and M-deficient SeV 
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(SeV18+/AM-GFP) was administered to the left lateral ventricule of 
a jird mouse using stereo method. Two days after administration, the 
mice were sacrificed, their brains removed, and frozen sections 
prepared. Specimens were observed using a fluorescence microscope, 
5 and examined for infection on the basis of GFP fluorescence intensity. 
Both the M/F double-deficient SeV (SeV18+/AMAF-GFP) and M-def icient 
SeV (SeV18+/AM-GFP) resulted in numerous positive cells in the 
ependymal cells of both lateral ventricles (Fig. 55) . Thus, it was 
revealed that both M/F double-deficient SeV and M-def icient SeV were 
10 capable of achieving efficient gene transduction and expression in 
vivo. 

[Example 34] Evaluation of M/F double-deficient SeV and M-def icient 
SeV cytotoxicity 

15 Cytotoxicity was evaluated utilizing cells that enabled 

observation of SeV-dependent cytotoxicity, namely, using CV-1 cells 
and HeLa cells. As controls, an added- type SeV (native type: 
SeV18+GFP) (having replicative ability) and an F-deficient SeV 
(SeV18+/AF-GFP) were also measured at the same time . The experimental 

20 method is detailed in Example 6, Example 12 and Example 17. Briefly, 
CV-1 cells or HeLa cells were inoculated to a 96-well plate at 2.5xl0 4 
cells/well (100 |iL/well) and cultured. Both cultures employed 10% 
FBS-containing MEM. After culturing for 24 hours, the SeV18+GFP, 
SeV18+/AF-GFP, SeV18+/AM-GFP or SeV18+/AMAF-GFP solution was diluted 

25 with 1% BSA- containing MEM in a volume of 5 jal/well, and the solution 
was added to affect infection. After six hours, the viral 
solution-containing medium was removed, and replaced with FBS-free 
MEM medium. Three days after infection, the culture supernatant was 
sampled, and subjected to cytotoxicity quantification using a 

30 Cytotoxicity Detection Kit (Roche, Basel, Switzerland) according to 
kit instructions. Compared to the added-type SeV, the deletion of 
the M gene or F gene (in SeV18 + /AF-GFP and SeV18 + /AM-GFP) resulted 
in reduced cytotoxicity, and the combination of these two deletions 
(in SeV18+/AMAF-GFP) resulted in an additive effect , further reducing 

35 cytotoxicity (Fig. 56) . 

As described above, "the M/F double-deficient SeV vector", 
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successfully reconstituted for the first time in this invention, is 
a highly versatile gene transfer vector comprising the ability to 
infect various cells, including non-dividing cells, eliminating 
almost all secondarily released particles, and exhibiting reduced 
cytotoxicity. 

Effects of the Invention 

The present invention provides methods of testing for, screening 
for, and producing (-) strand RNA viruses in which particle formation 
ability is reduced or eliminated. The viruses produced by this 
invention are useful as gene transfer vectors with fewer side effects 
against hosts, since they reduce both cytotoxicity and immunoresponse 
induction caused by secondary release (VLP release) from 
gene -transferred cells. Vectors provided by the present invention 
are especially expected to have various applications as vectors for 
in vivo and ex vivo gene therapy. 
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CLAIMS 

1. A method for testing particle formation ability of a 
(-) strand RNA virus vector, wherein the method comprises detecting 
5 localization of M protein in cells in which the vector has been 
introduced. 

2 . A method of screening for a ( - ) strand RNA virus vector whose 
particle formation ability has been reduced or eliminated, comprising 
the steps of : 

10 (a) detecting localization of M protein in cells into which the vector 
has been introduced; and 

(b) selecting the vector by which localization has been reduced or 
eliminated. 

3. The method according to claim 1 or 2, wherein the 
15 localization of M protein is an aggregation of M proteins on the cell 
surface . 

4 . A method of screening for a gene which reduces or eliminates 
particle formation ability of a (-) strand RNA virus vector, comprising 
the steps of : 

20 (a) detecting localization of M protein in cells into which the 
(-) strand RNA virus vector comprising a test gene has been introduced; 
and 

(b) selecting the gene which reduces or eliminates localization. 

5. The method according to claim 4, wherein the localization 
25 of M protein is an aggregation of M proteins on the cell surface. 

6. The method according to claim 4 or 5, wherein the test gene 
is a mutant of a gene selected from the group consisting of M, F, 
and HN genes of a (-) strand RNA virus. 

7. A method for producing a recombinant (-) strand RNA virus 
30 vector whose particle formation ability has been reduced or eliminated, 

wherein the method comprises reconstituting the (-) strand RNA virus 
vector comprising a gene which can be identified or isolated by a 
method according to any one of claims 4 to 6, under a condition where 
the reduction or elimination of M protein localization by the gene 
35 is continuously complemented. 

8. A method for producing a recombinant (-) strand RNA virus 
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vector whose particle formation ability has been reduced or eliminated, 
wherein the method comprises reconstituting the (-) strand RNA virus 
vector by which the localization of the M gene expression product 
is reduced or eliminated as a result of the deletion or mutation of 
5 the M gene, under a condition where functional M protein is 
continuously expressed. 

9. The method according to claim 8, wherein the step comprises 
reconstituting, at a permissive temperature, the (-) strand RNA virus 
vector comprising a temperature-sensitive mutant M gene by which the 

10 aggregation of gene products on the cell surface has been reduced 
or eliminated. 

10. The method according to claim 9, wherein the 
temperature-sensitive mutant M gene is a gene encoding a (-) strand 
RNA virus M protein, in which an amino acid corresponding to at least 

15 one amino acid position selected from the group consisting of G69, 
T116 and A183 of a Sendai virus M protein has been substituted with 
another amino acid. 

11. The method according to claim 8, wherein the step comprises 
reconstituting the (-) strand RNA virus vector whose M gene is deleted, 

20 under a condition where the M gene, which has been introduced in the 
chromosome of the cells used for reconstitution, is expressed. 

12. A method according to any one of claims 7 to 11, wherein 
the (-) strand RNA virus vector further comprises the deletion of HN 
and/or F genes, or comprises a temperature-sensitive mutant HN and/or 

2 5 F genes. 

13. The method according to claim 12, wherein the 
temperature-sensitive mutant HN gene is a gene encoding a (-) strand 
RNA virus HN protein, in which an amino acid corresponding to at least 
one amino acid position selected from the group consisting of A262, 

30 G264, and K461 of a Sendai virus HN protein, has been substituted 
with another amino acid. 

14. A method according to any one of claims 7 to 13, wherein 
the (-) strand RNA virus vector further comprises a mutation in the 
P and/or L gene . 

35 15. The method according to claim 14, wherein the mutation in 

the P gene is a substitution of an amino acid position of the ( -) strand 
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RNA virus P protein, corresponding to E86 and/or L511 of a Sendai 
virus P protein, with another amino acid. 

16 . The method according to claim 14 or 15, wherein the mutation 
in the L gene is a substitution of an amino acid position of the 
5 (-) strand RNA virus L protein, corresponding to N1197 and/or K1795 
of a Sendai virus L protein, with another amino acid. 

17. A method according to any one of claims 7 to 16, wherein 

the method comprises reconstituting a vector at 35°C or a lower 
temperature . 

10 18. A method according to any one of claims 1 to 17, wherein 

the (-) strand RNA virus is a paramyxovirus. 

19 . The method according to claim 18 , wherein the paramyxovirus 
is a Sendai virus. 

20. A recombinant (-) strand RNA virus vector produced by a 
15 method according to any one of claims 7 to 14, wherein the particle 

formation ability of the vector has been reduced or eliminated. 

21. A recombinant (-) strand RNA virus , comprising a functional 
M protein, but whose M protein-encoding sequence is deleted in the 
genome of the virus. 

20 22. A recombinant (-) strand RNA virus comprising at least one 

feature selected from the group consisting of the following (a) to 
(d) : 

(a) the M protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to at least one amino 

25 acid position selected from the group consisting of G69, T116 and 
A183 of a Sendai virus M protein, with another amino acid; 

(b) the HN protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to at least one amino 
acid position selected from the group consisting of A262, G264, and 

30 K461 of a Sendai virus HN protein, with another amino acid; 

(c) the P protein encoded in the genome of the virus comprises a 
substitution of an amino acid, corresponding to the amino acid position 
of E86 or L511 of a Sendai virus P protein, with another amino acid; 

(d) the L protein encoded in the genome of the virus comprises a 
35 substitution of an amino acid, corresponding to the amino acid position 

of N1197 and/or K1795 of a Sendai virus L protein or an amino acid 
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of another (-) strand RNA virus M protein homologous thereto, with 
another amino acid. 

23. The virus according to claim 22 comprising the features 
of at least (a) and (b) . 
5 24. The virus according to claim 22 comprising the features 

of at least (c) and (d) . 

25. The virus according to claim 22 comprising the features 
of all of (a) to (d) . 

26. A virus according to any one of claims 21 to 25, wherein 
10 at least one sequence encoding a spike protein in the genome of the 

virus is further deleted. 

27. The virus according to claim 26, wherein the spike protein 
is an F protein. 

28. A virus according to any one of claims 21 to 27, wherein 
15 the (-) strand RNA virus is a paramyxovirus. 

29. The virus according to claim 28, wherein the paramyxovirus 
is a Sendai virus. 

30. A recombinant virus according to any one of claims 21 to 

29, which is used for reducing cytotoxicity upon gene introduction. 
20 31. A recombinant virus according to any one of claims 21 to 

30, which is used for inhibiting the reduction in the expression level 
of an introduced gene upon gene introduction. 

32. A recombinant virus according to any one of claims 21 to 

31, which is used for inhibiting the release of a virus-like particle 
25 (VLP) from a cell into which a virus has been introduced upon gene 

transduction. 

33 . An aqueous solution comprising a recombinant virus 
according to any one of claims 21 to 32 at a level of 10 6 ClU/ml or 
higher. 
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ABSTRACT 

The present invention provides methods for testing and producing 
(-) strand RNA virus vectors with reduced or eliminated particle 
5 formation ability or cytotoxicity. It was revealed that a deficiency 
in M protein localization in cells introduced with such a (-) strand 
RNA virus vector could result in the suppression of virus -like 
particle (VLP) formation in the cells . The present invention provides 
methods for testing and screening for a (-) strand RNA virus vector 

10 in which particle formation ability has been reduced or eliminated, 
and methods for producing a recombinant (-) strand RNA virus vector 
in which particle formation ability has been reduced or eliminated. 
Such a vector, in which VLP formation has been reduced or eliminated, 
is extremely useful as a vector for gene therapy, since it neither 

15 induces cytotoxicity nor immune response due to the secondary release 
of viruses from cells in which it has been introduced. 
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